PCT/AU2012/001247

SEQUENCE LISTING

<110> CEPHALON AUSTRALIA PTY LTD
NAMBIAR, Jonathan Kannan (US Only)
POULTON, Lynn Dorothy (US Only)
CLARKE, Adam (US Only)
POW, Andrew James (US Only)
TAMVAKIS, Debra (US Only)
KOPSIDAS, George (US Only)’
DOYLE, Anthony Gerard (US Only)
POLLARD, Matthew (US Only)
MUSTAFA, Huseyin (US Only)

<120> Antibodies to CD1d
<130> 35115153/WJP

<150> AU 2011504190
<151> 2011-10-14

<150> US 61/547,307
<151> 2011-10-14

<160> 162

<170> PatentIn version 3.5

<210> 1
<211> 124
<212> PRT

<213> Homo sapiens

<220> \

<221> misc_feature

<223>  401.11 variable heavy chain

<400> 1

Gln Val Gln Leu Val‘Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg
1 5 10 - 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 - 55 60

Lys Gly Arg Phe Ile Val Ser Arg Asp Asn Ala Lys Asn Sér Leu Tyr
65 70 75 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Met Ala Leu Tyr Tyr Cys
85 S0 95

Ala Lys Asp Met Cys Ser Ser Ser Gly Cys Pro Asp Gly Tyf Phe Asp
100 . 105 110
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2.

Ser Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser

115 120
<210> 2 ' . ,
<211> 108 '
<212> PRT

<213> Homo sapiens

{220>
<221> misc_feature _
<223> 401.11 variable light chain

<400> 2
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Vval Gly

1 5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln His Ile Ser Ser Trp
: 20 25 , 30 .

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

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

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 Asn Arg Phe Pro Leu
85 90 95

Thr Phe Gly Gly Gly Thr Lys Léu Glu Ile Lys Arg
100 105

<210> 3
<211> 121
<212> PRT

<213> Homo sapiens

<220>

<221> misc_feature

<223> 402.8 variable heavy chain
<400> 3

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Arg Pro Ser Glu
1 5 10 15 '
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Thr

Tyr

Gly

Ser

65

‘Lys

Arg

Lys

Leu Ser

Trp Ser
35

Glu Ile
50

-Arg val

Leu Ser

Gly Glu

Gly Thr
115

<210> 4
<211> 112
<212> PRT
<213> Homo

<220>

<221>

<223>

<400> 4

Gln Thr Vval

1

Thr val Thr

Asn Phe Pro
.35

Leu Ile Phe

Ser Gly Ser

65

C:\NRPortb\DCC\DXDW6745

50

Leu Thr
20

Trp #1e
Asn His
Thr Ile
Ser Val

85

Ile Tyr
100

Thr val

sapiens

misc_feature
402.8 variable light

val Thr
5

Leu Thr
20

Asn Trp

Ser Ala

N

Leu Leu

\

Cys

Arg

Ser

Ser

70

Thr

Asp

Thr

Gln

Cys

Phe

Ser

Gly
70

92_1.DOC - 15/1012

Ala

Gln

Gly

55

val

Ala

Phe

Vai

Glu

Ala

Gln

Asn

55

Gly

val

Pro

40

Ser

Asp

Ala

Trp

Ser.

120

Tyr
25

Pro
Thr
Thr
Asp
Asn
105

Ser

chain

Pro

Ser

Gln

40

Lys

Lys

Ser
Ser
25

Lys

His

Ala

Gly Gly Ser

Gly Lys Gly

Phe

Leu

" 45

Asn Tyr Asn
' 60

Ser Lys Asn’

75

Thr Ala Val
90

Ser Tyr Met

Leu Thr Val
10

Ser Gly Ala

Pro Gly Gln

Ser Trp Thr
‘ 60

Val Leu Thr
75

Pro

Gln

Tyr

Asp

Ser

Val

Ala

45

Pro

Leu

Ser
30

Glu
Ser
Phe

Tyr

Val
110

Pro
Ser
30

Pro

Ala

Ser

PCT/AU2012/001247

Gly Tyr
Trp Ile

Leu Lysg

.Ser Leu

80

Cys Ala
95

Trp Gly

Gly Gly
Ser Gly
Arg Ala
Arg Phe

Gly val




5
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4.

Gln Pro Glu Asp Glu- Ala Glu Tyr Tyr Cys Leu Leu Tyr Phe Gly Asp
85 90 : .95

Thr Gln Leu Gly Val Phe Gly Gly Gly Thr Lys Val Thr Val: Leu Gly

~ . 100 105 . 110 -
<210> 5
c<211> 124
<212> PRT

<213> Artifiéial Sequence

<220>
<223> Synthetic; 401.11.28 variable heavy chain

<400> 5
Gln val Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg
1 5 . 10- . 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
‘ "20 25 . 30

Ala Met His Trp Val Afg 6ln Ala Pro Gly Lys Gly Leu Glu Txp Val )
35 40 45 ' <

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 55 60 )

Lys Gly Arg Phe Ile Val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyx
65 70 75 ' 1

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys

Ala Lys Asp Met Cys Ser Ser Ser Gly Cys Pro Asp Gly Tyr Phe Asp
100 105 ' : 110

Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

118 120
<210> 6
<211> 108
<2;2> PRT

<213> Artificial Sequence

<220>
<223> Synthetic; 401.11.28 variable light chain

' <400> 6
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Asp Ile

1

Asp Arg Val

Leu Ala Trp

35

Tyr Ala Ala
50

Ser Gly Ser

65

Glu Asp Phe

Thr Phe Gly

<210> 7

<211> 121

<212> PRT

<213>

<220>

<223>

<400> 7

Gln Val Gln

1

Gln

Thr Leu Ser

Tyr Trp Ser

35

Gly Glu Ile

50

Ser Arg Val

65

Met
Thr
20

Tyr
Ser
Gly
Ala

Gly
100

Leu

Leu

20

Trp

Asn

Thr

Lys Leu Ser Ser

Thr Gln

Ile Thr

Gln Gln

Ser Leu

Thr Asp

70

Thr Tyr
85

‘Gly Thr

Gln Glu

Thr Cys

Ile Arg

Pro Ser

Ile Ser

70

Val Thr
85
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Ser

Cys

Lys

Gln

55

Phe

Tyr

Lys

Artificial Sequence

Ser

Ala

Gln

Gly

55

Val

Ala

Pro

Arg

Pro
40

Ser
Thr

Cys

Leu

Gly
Val
Pro
40

Ser

Asp

Ala

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu
105

Synthetic; 402.8.45 variable

Pro

Tyr

25

Pro

Thr

Thr

Asp

Sér

10

Ser

Lys

vVal

Thr

Gln
90

Ile

Val

Gln

Ala

Pro

Ile

75

Ala

Lys

Ser
His
Pro
Ser
60

Ser

Asn

Arg

heavy chain

Gly

10

Gly

Gly

Asn

Ser

Thr
90

Leu

Gly

Lyé

Tyr

Lys
75

Ala

val

Ser

Gly

Asn

60

Asn

val

.

PCT/AU2012/001247

Ala Ser Val

Ile

Asn
45

Arg

Ser

Arg

Lys

Phe

Leu

45

PrQ

Gln

Tyr

Ser

30

Leu

Phe

Leu

Phe

Pro

Ser

30

Glu

Ser

Phe

Tyr

15

Ser
Leu
Sgr
qln

Pro
95

Ser
15

Gly
Trp
Leu

Ser

Cys
95

Gly
Trp
Ile
Gly
Pro

80

Leu

Glg
Tyr
Ile
Lys
Leu

80

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

Lys Gly Thr Thr Val Thr Val Ser Ser

115 - 120
<210> 8
<211> 121
<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic; 402.8.53 variable heavy chain

<400> 8
Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu

1 5 10 : 15

Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr
20 - . - 25 30

Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45 .

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

' Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser Leu
65 . 70 75 80

Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala val Tyr Tyr Cys'Ala
85 90 ‘ 95

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

Lys Gly Thr Thr Val Thr val Ser Ser

115 - 120
<210> 9
<211> 121
<212> PRT

<213> Artificial Sequence ' ‘ ,

<220> :
<223> Synthetic; 402.8.60 variable heavy chain
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-7-

<400> 9

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu
1 5 10

Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly

: 20 25
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys
35 40
Gly Glu Ile Asn His Ser Gly Ser Thr Asn Tyr
50 . ' 55
Ser Arg Val Thr Ile Ser Val Agp Thr Ser Lys
65 70 75
Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala
85 . 20
Arg Gly Glu Ile Tyr Asp Phe Tyr Asn Ser Tyr
. 100 ) 105
Lys Gly Thr Thr val Thr Val Ser Ser
115 120

<210> 10

<211> 372

<212> DNA
' <213> Homo sapiens

<220> .

<221> misc_feature

<223> 401.11 variable heavy chain

<400> 10 .

caggtgcagc tggtggggtc tgggggaggc ttggtcaagce
tcectgtgecag cctcectggatt cacctttgat gattatgceca
ccagggaagg gcctggagtg ggtcgcaact attatttgga
gcggactetg tgaagggccg attcatcegtc tccagagaca
‘ctgcaaatga acagtctgag agcagaggac atggccttgt
tgtagtagta gtggttgccc tgatggctac tttgactcect
acagtgtcct ca

Val Arg Pro

Ser
30

Ser Phe

Gly Leu Glu

- 45

Asn Ser

60

Pro

Asn Gln Phe

Vval Tyr Tyr

Val
110

Met Asp

ctggcaggtc
tgcactggat
atagtgctat
acgccaagaa
attactgﬁgc

ggggccaggg

PCT/AU2012/001247

Ser Glu

15

Gly Tyr

Trp Ile
‘Lys

Leu

Leu
80

Ser

Cys Ala

95

Trp Gly

cctgagactce
ccggcaagct
cataggctat
ctcectgtat
aaaagatatg

aaccctggtg

60
120
180
240
300
360

372
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-8-

<2105 11

<211> 324

<212> DNA

<213> Artificial Sequence

<220>

<223> Synthetic; 401.11 variable light chain

<400> 11

gacatccaga tgacccagtc tccatcttec gtgtctgcat ctgtaggaga cagagtcacc 60
atcacttgtc gggcgagtca gcatattagce agctggttag cectggtatca gcagaaacca 120
gggaaagccc ctaatctcct gatctatgct gcatccagtt tgcaaagtgg ggtctcatéa 180
aggttcagcg gcagtggatc tgggacggét ttcactctca ccétcagcag cctgcagect 240
gaagattttg caacttacta ttgtcaacag gctaacaggt tcccgctcac ttteggegga 300
gggaccaagc tggagatcaa acgg 324
<210> 12

<211> 363

<212> DNA

<213> Homo sapiens

<220>

<221> misc_feature

<223> 402.8 variable heavy chain

<400> 12

caggtgcagc tgcaggagtc gggcccagga ctggtgaggc cttcggagac cctgtccecte 60
acctgegctg tctatggtgg gtccttcagt ggttactact ggagetggat tcgccagccce 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgtecctea agagtcgagb caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagct ctgtgaccgce cgcggacacg gctgtgtatt actgtgcgag aggtgagatt 300
tacgattttt ggaactccta catggacgtc tggggcaaag ggaccacggt gacagtgtcc 360
tca 363
<210> 13

<211> 336

<212> DNA
~ <213> Homo sapiens

<220>

<221> misc_feature

<223> 402.8 variable light chain

<400> 13

cagactgtgg tgactcagga gccctcactg actgtgtccc caggagggac agtcactctce 60
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i

acctgtgctt ccagctctgg agcagtcagc agtggtaact»ttccaaactg
aaacctggac aagcaccccg ggcactaatt tttagtgcga gcaacaaaca
cctgceceggt tttcaggecte cetcecttgga ggcaaagetg toctgacact
cagccagagg acgaggctga atattactgc ctgectctact ttggtgatac
gtgttcggeg gagggaccaa ggtgaccgtc ctaggt

<210> 14

<211> 372

<212> DNA .

<213> Artificial Sequence

. Lo A\

' <220>

<223> . Synthetic; 401.11.28 variable heavy chain

<400> 14 _ .
caggtgcagc tcgtgggetce tggcggcgga ctggtcaagce ctggcagaag
agectgtgecg ccageggett caccttcgac gactacgceca tgcactgggt
cctggcaagg gcctggaatg ggtggccacc atcatctgga acagcgccat
gccgacageg tgaagggccg gttcatcgtg tcccgggata acgccaagaa
ctgcagatga acagcctgeg ggccgaggac accgccctgt actactgege
tgcagcagct ctggctgccc cgacggctac ttcgattctt‘ggggccaggg
accgtgtcct ca

<210> 15

<211> 324

<212> DNA .

<213> Artificial Sequence

<220>

<223> Synthetic; 401.11.28 variable light chain

<400> 15 . :
gacatccaga tgacccagag ccccagcage gtgtccgcca geogtgggega
atcacctgtc gggccagcca gcacatcagce agctggctgg ¢cctggtatca
ggcaaggccc ccaacctgcet gatctacgece gecagcagcece tgcagagcgg
agattcagcg gcageggctce cggcaccgac ttéaccétga ccatcagcte
gaggacttcg ccacctacta ctgccagcag gccaaccggc tccecectgac
ggcaccaagc tggaaatcaa gcgt

<210> 16

<211> 363

PCT/AU2012/001247

gttccagcag
ttcectggace
gtcaggtgtg

tcaactaggg

cctécggctg

cecgacaggec

catcggctac
cagcctgtac
caaggacatg

cacecctggtce

cagagtgacc
gcagaagccc
cgtgccaagce
cctgcagece

ctttggcgga

120
180
240
300

336

60
120
180
240
306
360

372

60
120 |
180
240
300

324
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-10-
<212> DNA
<213> Artificial Sequence
<220>
<223> Synthetic; 402.8.45 variable heavy chain
<400> 16
caggtgcagc tgcaggagtc gggcccagga ctggtgaagc cttcggagac cctgtcecte 60
acctgcgctg tcéatggtgg gtccttcagt ggttactact ggagctggat tégccagccc 120
ccagggaagg ggctggagtg gattggggaa atcaatccca gtggaagcac caactacaac 180
ccgtecetca agagtcgagt caccatatca gtagacécgt ccaagaacca gttctecctg 240
aagctgagcet ctgtgaccgc cgcggacacg gctgtgtatt actgtgcgag aggtgagatt 300
‘tacgattttt ggaaétccta catggacgtc tggggcaaag ggaccacggt gacagtgtcc 360
: !

tca 363
<210> 17
<211> 363
<212> DNA
<213> Artificial Sequence
<220> :
<223> Synthetic; 402.8.53 variable heavy chain
<400> 17
caggtgcagc tgcaggagtc gggcccagga ctggtgaagc cttcggagac cctgtcccte 60
acctgegectg tctatggtgg gtccttcagt ggttactact ggagctggat tcgccagccc 120
ccagggaagg ggctggagtg gattggggaa atcaatcatg ccggaagcac caactacaac 180
ccgtcectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctcecctg 240
aagctgagct ctgtgaccge cgcggacacg gctgtgtatt actgtgcgag aggtgagatt - 300
tacgattttt ggaagtccta cctggacgtc tggggcaaag ggaccacggt gacagtgtce 360
tca 363

.
<210> 18 ’
<211> 363 R
<212> DNA '
' <213> Artificial Sequence
<220> -
<223> Synthetic; 402.8.60 variable heavy chain
<400> 18
caggtgcagc tgcaggagtc gggcccagga ctggtgaggc cttcggagac cctgtceetce 60
acctgcgetg tctatggtgg gtccttcagt ggttactact ggagctggat tcgccagecec 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
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-11 -
ccgtccctca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagct ctgtgaccgce cgcggacacg gctgtgtatt actgtgcgag aggtgagatt 300
tacgattttt acaactccta catggacgtc tggggcaaag ggaccacggt gacagtgtcce 360
tca 363

<210> 19
<211> 322
<212> - PRT

<213> Artificial Sequence

<220>
<223> Synthetic; human CD1d synthetic construct

<400> 19

Met Gly Cys Leu Leu Phe Leu Leu Leu Trp Ala Leu Leu Gln Ala Trp
1 5 10 15

Gly Ser Ala Glu Val Pro Gln Arg Leu Phe Pro Leu Arg Cys Leu Gln

Ile Ser Ser Phe Ala Asn Ser Ser Trp Thr Arg Thr Asp Gly Leu Ala
35 . 40 - 45

Trp Leu Gly Glu Leu Gln Thr His Ser Trp Ser Asn Asp Ser Aép Thr
50 ' 55 60

Val Arg Ser Leu Lys Pro Trp Ser Gln Gly Thr Phe Ser Asp Gln Gln
65 70 . 75 80

Tfp Glu Thr Leu Gln His Ile Phe Arg val Tyr Arg Ser Ser Phe Thr
85 90 95 ’

Arg Asp Val Lys Glu Phe Ala Lys Met Leu Arg Leu Ser Tyr Pro Leu
100 - 105 110

Glu Leu Gln Val Ser Ala Gly Cys Glu val His Pro Gly.Asn Ala Ser -
115 120 125

Aén Asn Phé Phe His Val Ala Phe Gln Gly Lys Asp Ile Leu Ser Phe
130 ‘ 135 - 140

/
Gln Gly Thr Ser Trp Glu Pro Thr Gln Glu Ala Pro Leu Trp Val Asn
145 150 - 155 : 160
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-12-

Leu Ala Ile Gln Val Leu-Asn Gln Asp Lys Trp Thr Arg Glu Thr Val
E 165 170 175

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

Glu Ser Gly Lys Ser Glu Leu Lys Lys Gln Val Lys Pro Lys Ala Trp
195 : 200 ) 205

Leu Ser Arg Gly Pro Ser Pro Gly Pro Gly Arg Leu Leu Leu Val Cys
210 - 215 220 :

His Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val Lys Trp Met Arg
225 230 ' 235 240

Gly Glu Gln Glu Gln Gln Gly Thr Gln Pro Gly Asp Ile Leu Pro Asn
245 250 255

Ala Asp Glu Thr Trﬁ Tyr Leu Arg Ala Thr Leu Asp Val val Aia Gly '
260 : 265 - 270

Glu Ala Ala Gly Leu Ser Cys Arg Val Lys His Ser Ser Leu Glu Gly
275 280 285

Gln Asp Ile Val Leu Tyr Trp Gly Gly Ser?Tyr Thr Ser Gly Ser Leu
290 295 300

Val Pro Arg Gly Ser Gly Ser Lys Arg Val His His His His His His

305 . 310 315 320
His His

<210> 20

<211> 119

<212> PRT

<213> Homo sapiens

<220>

<221> misc_feature

<223> human beta-2-microglobulin
<400> 20

Met Ser Arg Ser Val Ala Leu Ala Val Leu Ala Leu Leu Ser Leu Ser
1 S 10 15
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Gly

His

Gly

Arg

65

Ser

Glu

Val

Leu
Pro
Phe
50

Ile
Phe

TYyr

Lys

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

<220>

<221>

<223>

<400>

Glu
Ala
35

His
Glu
Tyr
Ala

Trp

Ala
20

Glu
Pro
Lys
Leu
Cys
100

Asp

115 -

21
276
PRT
Homo

21

Met Lys Lys

1

Tyr

Ile

Ser

Pro
65

Arg

Ile

. Pro

50

val

Gly
Leu
35

Phe

Ser

Ile

Asn

Ser

val

Leu

85

Arg

Arg

sapiens

His
Asn
20

Glu

Ser

Leu

misc_feature
TCR alpha chain clone J3N.S

Leu

Gly

Gly

Asn

Thr

Gln

Gly

Asp

Glu

70 .

Tyr

val

Asp

Thr

Lye

Lys

Leu

Ile
70
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Arg

Lys

Ile

55

His

TyY

Asn’

Met

Thr

Asn

Asn

Arg

55

Met

Thr

Ser
40

-13-

Pro Lys
25

Asn Phe

Glu, Val Asp

Ser

Thr-

His

Phe

Gln

Cys

40

Trp

Thr

Asp Leu

Glu Phe
S0

Val Thr
105

Leu Val
10

Val Glu
25
Thr Leu

Tyr Lys

Phé Ser

Ile

Leu

Leu

Ser

75 -

Thr

Leu

Ile

Gln

Gln

Gln

Glu
75

Gln

Asn

Leu

60

Phe

Pro

Ser

Leu

Ser

Cys

Asp

€0

Asn

val

Cys
45

-Lys

Ser

Thr

Gln

Trp
Pro
Asn
45

Thr

Thr

Tyr

30

Tyr

Asn

Lys

Glu

Pro
110

Leu

Gln

30

Tyr

Gly

Lys

PCT/AU2012/001247

Ser Arg
Val Ser(
Gly Gluv
Asp Trp
80

Lyé Asp
95

Lys Ile

Tyr Phe
15

Ser Leu
Thr Val

Arg Gly

Ser Asn
80
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-14-

Gly Arg Tyr Thr Ala Thr Leu Asp Ala Asp Thr Lys Gln Ser Ser Leu
85 _ 90 95 :

His Ile Thr Ala Ser Gln Leu Ser Asp Ser Ala Ser Tyr Ile Cys val
100 105 - 110

Val Ser Asp Arg Gly Ser Thr Leu Gly Arg Leu Tyr Phe Gly Arg Gly
115 ' 120 125 ‘

Thr Gln Leu Thr Val Trp Pro Asp Ile Gln Asn Pro Asp Pro Ala Val
130 135 140

Tyr Gln Leu Arg Asp Ser LYS»Ser Ser Asp Lys Ser Val Cys Leu Phe
145 . 180 155 160

Thr Asp Phe Asp Ser Gln Thr Asn Val Ser Gln Ser Lys Asp Ser Asp
165 170 . 175

Val Tyr Ile Thr Asp Lys Thr Val Leu Asp Met Afg Ser Met Asp Phe
180 185 190

.Lys Ser Asn Ser Ala Val Ala Trp Ser Asn Lys Ser Asp Phe Ala Cys
195 200 205

Ala Asn Ala Phe Asn Asn Ser Ile Iie_Pro Glu Asp Thr Phe Phe Pro
210 215 : 220

Ser Pro Glu Ser Ser Cys Asp Val Lys Leu Val Glu.Lys Ser Phe Glu
225 230 235 o 240

Thr Asp Thr Asn Leu Asn Phe Gln Asn Leu Ser Val Ile Gly Phe Arg
245 ) 250 255

Ile Leu Leu Leu Lys Val Ala Gly Phe Asn Leu Leu Met Thr Leu Arg
260 . 265 270 !

Leu Trp Ser Ser

275 o \
<210> 22
<211> 315
<212> PRT

<213> Homo sapiens

<220>
<221> mwisc _feature
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<223> TCR beta chain clone J3N.S
<400> 22

Met Thr Ile Arg Leu Leu Cys Tyr Met Gly Phe Tyr Phe Leu Gly Ala
1. 5 , 10 . 15

Gly Leu Met Glu Ala Asp Ile Tyr Gln Thr Pro Arg Tyr Leu Val Ile
20 25 30

Gly Thr Gly Lys Lys Ile Thr Leu Glu Cys Ser Gln Thr Met Gly His

Asp Lys Met Tyr Trp Tyr Gln Gln Asp Pro Gly Met Glu Leu His Leu
50 55 : 60

Ile His Tyr Ser Tyr Gly Val Asn Ser Thr Glu Lys Gly Asp.leu Ser -
65 70 75 80

Ser Glu Ser Thr Val Ser Arg Ile Arg Thr Glu His Phe Pro Leu Thr
85 90 . 95

Leu Glu Ser Ala Arg Pro Ser His Thr Ser Gln Tyr Leu Cys Ala Ser
100 . 105 ‘110

Ser Glu Ser Gln Tyr Gly Arg Ala Ala Tyr Asn Glu Gln Phe Phe Gly
118 120 125

Pro Gly Thr Arg Leu Thr Val Leu Glu Asp Leu Lys Asn Val pPhe Pro
130 135 140

Pro Glu Val Ala Val Phe Glu Pro Ser Glu'Ala Glu Ile Ser His Thr
145 150 . 155" 160

Gln Lys Ala Thr Leu Val Cys Leu Ala Thr Gly Phe Tyr Pro Asp His
165 170 _ 175

Val Glu Leu Ser Trp Trp Val Asn Gly Lys Glu val His Ser Gly Val .
180 185 190

Ser Thr' Asp Pro Gln Pro Leu Lys Glu Gln Pro Ala Leu Asn Asp Ser’
195 1 200 205

Arg'Tyr Cys Leu Ser Ser Arg Leu Arg Val Ser Ala Thr Phe Trp Gln
210 215 220
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-16 -

Asn Pro Arg Asn His Phe'Arg Cys Gln Val Gln Phe Tyr Gly Leu Ser
225 230 235 240

Glu Asn Asp Glu Trp Thr Gln Asp Arg Ala Lys Pro Val Thr Gln Ile
245 - 250 255

Val Ser Ala Glu Ala Trp Gly Arg Ala Asp Cys Gly Phe Thr Ser Glu
260 265 270

Ser Tyr Gln Gln Gly Val Leu Ser Ala Thr Ile Leu Tyr Glu Ile Leu
275 280 285 :

Leu Gly Lys Ala Thr Leu Tyr Ala Val Leu Val Ser Ala Leu Val Leu
290 - 295 300

Met Ala Met Val Lys Arg Lys Asp Ser Arg Gly

305 ' 310 315
<210> 23

<211l> 124

<212> PRT

<213>  Artificial Sequence

<220> :
<223> Synthetic; 401.11.24 variable heavy chain protein sequence

<400> 23
Gln Val Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg j
1 ' 5 ) 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 : 40 45

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 , 55 60 :

Lys Gly Arg Phe;Ile Val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
85 90 : 95

Ala Lys Asp Met Cys Ser Ser Ser Gly Cys Pro Asp Gly Tyr Phe Asp
100 ) 105 110
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Ser Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser

115 120
<210> 24
<211> 124
<212> PRT

<213> Artificial Sequence

<220> .
<223> Synthetic; 401.11.26 variable heavy chain protein sequence

<400> 24
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg

1 .5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
.20 25 30

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

‘Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 55 60

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

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Met Ala Leu Tyr Tyr Cys
- 85 S0 . 95

Ala Lys Asp Met Cys Ser Ser Ser Gly Cys Pro Asp Gly Tyr Phe Asp
100 ' _105 110

Ser Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser

115 120
<210> 25
<211> 124
<212> PRT

<213> Artificial Sequence

<220>
" <223> 401.11.86 variable heavy chain protein sequence

<400> 25

Gln Val Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg
1 ’ 5 10 ’ 15
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Ser

Ala

Ala

Lys

65

Leu

Ala

-18-

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

Met His Trp Val Arg Gln Ala Pro Gly Lys
35 N 40

Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly
50 55

Gly Arg Phe Ile Val Ser Arg Asp Asn Ala
70 - 175

Gln Met Asn Ser Leu Arg Ala Glu Asp Met
85 J 90 ‘

Lys Asp Met Cys Ser Ser Gly Gly Cys Pro
100 . 105 .

Trp\Gly Gln Gly Thr Leu Vval Thr Vval Ser

Ser
115 120
<210> 26
<211> 124
<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic; 401:11.151 variable heavy

<400> 26

"Glu
1

Ser

‘Ala

Ala

\

Lys
65

Val Gln Leu Val Glu Ser Gly Gly Gly Leu
5 10

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
20 25

Met His Trp Val Arg Gln Ala Pro Gly Lys
35 . 40 :

Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly
50 55

Gly Arg Phe Ile Val Sér Arg Asp Asn Ala
70 - 75

C:\NRPortbARDCC\DXDW674592 _1.DOC - 15/10/12

Thr Phe

Gly Leu
45

Tyr Ala
60

Lys Asn.

Ala Leu

Asp Gly

Sér

Asp

30

Glu

Asp

Ser

Tyxr

Tyr
110

PCT/AU2012/001247

Asp Tyr
Trp Val
Ser Val

Leu’%yr
80

Tyr Cys
95

Phe Asp

chain protein sequence

val Gln

Thr Phe

Gly Leu

Tyr Ala

60

Lys Asn

Pro

Asp

30

Glu

Asp

Ser

Gly Arg

Asp Tyr

Trp Val

Ser Val

Leu Tyr
80




PCT/AU2012/001247

-19-

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
85 . 90 95

Ala Lys Asp Met Cys Ser Ser Ser Gly Cys'Pro Asp Cly Tyr Phe Asp’
100 105 110

Ser Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser

115 - 120
<210> 27
<211> 124
<212> PRT

<213> Artificial Sequence

<220> ] o :
<223> Synthetic; 401.11.152 variable heavy chain protein sequence

<400> 27
Glu val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg

1 5 : 10 ’ 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 55 60

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

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyf Cys
85 90 95

Ala Lys Asp Met Cys Ser Ser Ser Gly Cys Pro Asp Gly Tyr Phe Asp
100 105 110

Ser Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser

118 120
<210> 28
<211> 124
<212> PRT

.<213> Artificial Sequence

<220>
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PCT/AU2012/001247

<223> Synthetic; 401.11.154 variable heavy chain protein seguence

<400> 28
Gln Val Gln Leu Val Gly Ser
1 5

Ser Leu Arg Leu Ser Cys Ala
20 . s

Ala Met His Trp Vval Arg Gln
35

Ala Thr Ile Ile Trp Asn Ser
50 55

Lys Gly Arg Phe Ile Val Ser

Leu Gln Met Asn Ser Leu Arg
85 ’

Ala Lys Asp Met Cys Ser Ser
100 ’

Ser Trp Gly Gln Gly Thr Leu

115
<210> 29
<211> 124
<212> PRT

<213> Artificial Sequence

<220>

Gly Gly Gly Leu

Ala

Ala

40

Ala

Arg

Ala

Ser

val
120

Ser
25

Pro

Ile

Asp

Glu

Gly

105

Thr

10

Gly

Gly

Ile

Asn

Asp

90

Cys

Val

Phe

Lys

Gly

Ala

75

Thr

Pro

Ser

<223> Synthetic; 401.11.155 variable heavy

<400> 29

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1 ’ 5

Ser Leu Arg Leu Ser Cys Ala
20

Ala Met His Trp Val Arg Gln
35 )

Ala Thr Ile Ile Trp Asn Ser
50 55

C:ANRPorth\DCC\DXDM674592_1.DOC - 15/10/12

Ala

Ala
40

Ala

Ser Gly Phe.

25

10

Pro Gly Lys

Ile Ile Gly

Val Lys Pro Gly Arg
15

Thr Phe Asp Asp Tyr
30

Gly Leu Glu Trp Val
45

~Tyr Ala Asp Ser Val
60 /

Lys Asn Ser Leu Tyr
80

Ala Leu Tyr Tyr Cys
: 95

Asp Gly Tyr Phe Asp
110

Ser

chain protein seqguence

Val Gln Pro Gly Arg
15

Thr Phe Asp Asp Tyr
30

Gly Leu Glu Trp val
45

Tyr Ala Asp Ser Vval
60




/

Lys Gly Arg Phe Ile Val”Ser.Arg Asp

65

70

Leu Gln Met Asn Ser Leu Arg Ala Glu

85

Ala Lys Asp Met Cys Ser Ser,Ser Gly

100

~

105

Ser Trp Gly Gln Gly Thr Leu val Thr

<210>
<21l>

T <212>

<213>

<220>
<223>

<400>

Gln Val
1

115

30
124
PRT

Artificial Sequence

120

221 -

PCT/AU2012/001247

'

Asn Ala Lys Asn Ser Leu Tyr

Asp
90

Cys

Val

75

Met

Pro

Ser

Synthetic; 401.11.156 variable heavy

30,

Gln Leu Val Gly
5

Ser Leu Arg Leu Ser Cys

Ala Met

20

His Trp Val Arg
35

Ala Thr Ile Ile Trp Asn

50

Lys Gly Arg Phe Ile Val

70

Leu Gln Met Asn Ser Leu

Ala Lys

85

Asp Met Cys Ser
. 100

Ser Trp Gly Gln Gly Thr

115

C:\NRPortbA\DCC\DXD\4674592_1.DOC - 15/10/12

Ser

Ala

Gln

Ser

55

Ser

Arg

Ser

Leu

Gly Gly Gly Leu

Alq

Ala
40

Ala

Arg

Ala

Gly

val
120

Ser
25

Pro
Ile
Asp
Glu
Gly
105

Thr

10

Gly
Gly
Ile
Asn
Asp
90

Cys

val

Phe

Lys

Gly

Ala

75

Thr

Pro

Ser

Ala Leu Tyr

Asp Gly Tyr

Ser

110

Tyr
95

Phe

80

Cys

Asp

chain protein sequence

J

val

Thr

Gly

Tyr

60

Lys

Ala

Asp

Ser

Lys
Phe
Leu
45

Ala
Asn

Leu

Gly

‘Pro Gly Arg

Asp

30

Glu

Asp

Ser

Tyr

Tyr
110

15

Asp

Trp

Ser

Leu

Tyr

95

Phe

Tyr
val ©
Val
Tyr
80

Cys

Asp




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

<220>
<223>

<400>

1

" PCT/AU2012/001247

.22

31
124
PRT

Artificial Sequence

Synthetic; 401.11.157 variable heavy chain protein sequence

31

Gln Val Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg

5 . : 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr

Ala Met

Ala Thr

50

20 25 -30

His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ile Ile Trp Asn.Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
55 : 60

Lys Gly Arg Phe Ile Val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr

65

70 75 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys

Ala Lys

85 20 95

Asp Met Cys Ser Ser Gly Gly Cys Pro Asp Gly Tyr Phe Asp
100 . ) 105 110

Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

<210>
<211>
<212>
213>

<220>
<223>

<400> |

115 ’ : 120

32

124

PRT .

Artificial Segquence

Synthetic; 401.11.158 variable heavy chain protein sequence

32

Gln Val Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg

1

5 10 15

Ser Leu Arg Leu Ser‘Cys Ala Ala-Ser Gly Phe Thr Phe Asp Asp Tyr

20 25 30
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Ala

Ala

Lys

65

Leu

Ala

Ser

Met His
35

Thr Ile
50

Gly Arg

Gln Met

Lys Asp

Trp Gly
115

<210> 33
<211l> 124
<212> PRT

<213>

<220>

<223>

<400> 33

Glu

-1

Ser

Ala

Ala

Lys

65

Leu

Ala

Val Gln

Leu Arg

Met His

35

Thr Ile

50

Gly Arg

Gln Met

Lys Asp

Trp

Ile

Phe

Asn

Met
100.

Gln

Leu

Leu

20

Trp

Ile

Phe

Asn

Met
100

Va;
Trp
Ile
Ser
85

Cys

Gly

vVal

Ser

val

Trp

Ile

Ser

85

Cys

Arg
Asn
val
70

Leu

Ser

‘Thx

Glu

Cys

Arg

Asn

val

70

Leu

Ser

C:\NRPortb\DCC\DXD\4674592_1.DOC - 15/10/12

Gln

‘Ser

55

Ser

Arg

Ser

Leu

Artificial Sequence

Ala

40

Ala

Arg

Ala

Gly

val
120

Pro
Ile
Asp
Glu
Gly

105

Thr

223 -

Gly Lys

Ile
Asn
Asp
90

Cys

val

Gly

Ala

75

Thr

Pro

Ser

Synthetic; 401.11.159 vdriable heavy

Ser Gly Gly Gly Leu

Ala

Gln

Ser

55

Ser

Arg

Ser

Ala

Ala
40

Ala

Arg

Ala

Gly

Ser

25

Pro

Ile

Asp

Glu

Gly
105

10

Gly

Gly

Ile

Asn

Asp

20

Cys

Phe

Lys

Gly

Ala

75

Met

Pro

Gly
Tyr
60

Lys
Ala

Asp

Ser

Leu
45

Ala
Asn

Leu

Gly

Glu

Asp

Ser

Tyr

Tyr
110

PCT/AU2012/001247

Trp Val

Ser Val

Leu Tyr
80

Tyr Cys

95

‘Phe Asp

chain protein sequence

Val

Thr-

Gly

Tyr

60

Lys

Ala

Asp

Gln

Phe

Leu

45

Ala

Asn

Leu

Gly

Pro
Asp
30

Glu
Asp
Ser

Tyr

Tyr
110

Gly Arg
15

Asp Tyr

Trp Val

Ser Val

Leu Tyr
80

Tyr Cys
95

Phe Asp




PCT/AU2012/001247
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Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

115 120
<210> 34
<21l> 124
<212> PRT

<213> Artificial Sequence

<220> . )
<223> Synthetic; 401.11.160 variable heavy chain protein sequence

<400> -34

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg
1 5 : 10 : ’ 15

Ser Leu‘Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 i 40 . 45

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
- 50 55 ' 60 ’

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

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Met Ala Leu Tyr Tyr Cys
’ 85 : 90 © 95

Ala Lys Asp Met Cys Ser Ser Gly Gly Cys Pro Asp Gly Tyr Phe Asp
: 100 105 . 110

Ser Trp Gly Gln Gly Thr Leu Val Thr val Ser Ser

115 - 120
<210> 35
<211> 124
<212>  PRT

<213> Artificial Sequence

<220> - .
<223> Synthetic; 401.11.161 variable heavy chain protein sequence

<400> 35

'Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg
1 5 10 15
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Ser
Ala
Ala
L&s
65

Leu

Ala

-25.

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
20 25

Met His Trp Val Arg Gln Ala Pro Gly Lys
35 40

Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly
50 55

Gly Arg Phe Ile Val Ser Arg Asp Asn Ala
70 75

Gln Met Asn Ser Leu Arg Ala GluAAsp Met
85 ‘ 90

Lys Asp Met Cys Ser Ser Gly Gly Cys Pro
. 100 105

Trp Gly Gln Gly Thr Leu Val Thr vVal Ser

Ser
115 120
<210> 36
<211> 124
<212> PRT

<213> Artificial Sequence

<220> )
<223> -~ Synthetic; 401.11.165 variable heavy

<400> 36

Glu
1

Ser

Ala

Ala

Lys
65

Val Gln Leu Val Glu Ser Gly Gly Gly Leu
5 10

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
20 25 .

Met His Trp Val Arg Gln Ala Pro Gly Lys
35 40

Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly:

50 55

Gly Arg Phe Ile vVal Ser Arg Asp Asn Ala
70 ' 75

C:ANRPortb \DCC\DXD\674592_1.DOC - 15/10/12
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Thr Phe'Asp Asp Tyr
30

Gly Leu Glu Trp Val
45

Tyr Ala Asp Ser Val
60 ‘ :

Lys Asn Ser Leu Tyr
. 80

Ala Leu Tyr Tyr Cys

Asp Gly Tyr Phe Asp
110

Ser

chain protein sequence

Val Gln Pro Gly Arg
15~

Thr Phe Asp Asp Tyr
30

Gly Leu Glu Trp Val
45 .

Tyr Ala Asp'Ser Val

Lys Asn Ser Leu Tyr
80




PCT/AU2012/001247

-26-

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
85 ' ' 80 95

Ala Lys Asp Met Cys Ser Ser Gly Gly Cys Pro Asp Gly Tyr Phe Asp
100 105 ‘ 110

Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

115 o 120
<210> 37
<211> 124
<212> PRT

<213> Artificial Sequence

<220> .
<223> Synthetic; 401.11.166 variable heavy chain protein sequence

<400>. 37
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg

1 5 ; 10 15

Ser Leu Aré Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 - _ 25 : 30

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Ile Val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 , 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr' Ala Leu Tyr Tyr Cys
85 20 95

Ala Lys Asp Met Cys Ser Ser Gly Gly Cys Pro Asp Gly Tyr Phe Asp
100 105 110

Ser Trﬁ Gly Gln Gly Thr Leu Val Thr Val Ser Ser

115 120
<210> 38 '
<211> 124
<212> PRT

<213> Artificial Sequence

<220>
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<223> Synthetic; 401.11.167 variable heavy

<400> 38

Gly

Ser
25

Pro

‘Ile

Asp

Glu

Gly

108

Thr

Gly Leu
10

Gly Phe

Gly Lys
Ile

Gly

Ala
75

Asn

Asp
920

Cys Pro

vVal Ser

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala

20
Ala Met His Trp Val Arg Gln Ala
35 40

Ala Thr Ile Ile Trp Asn Ser Ala
50 55

Lys Gly Arg Phe Ile Val Ser Arg

65 ' 70

Leu Gln Met Asn Ser Leu Arg Ala

85

Ala Lys Asp Met Cys Ser Ser Gly

o 100 .

Ser Trp Gly Gln Gly Thr Leu Val

115 120

<210> 39

<21l1l> 124

<212> PRT

<213> Artificial Sequence

<220> »

- <223> Synthetic; 401.11.158 variable heavy
<400> 39

Gln Val Gln Leu Val Gly Ser Gly Gly Gly Leu

1 S

Ser Leu Arg Leu Ala

Ser Cys Ala
20

Ala Met His Trp Val Arg Gln Ala
35 40

Ala Thr Ile Ile Ala

50

Trp Asn Ser
55

C:\NRPortbNDCC\DXD\674592_1 . DOC - 15/10/12

Ser
25

Pro

Ile

10

Gly Ph

Gly Lys

Ile Gly

Thr
J

PCT/AU2012/001247

chain protein sequence

Val Gln Pro Gly

15

‘Arg

Thr Asp

30

Phe Asp Tyr

Leu Glu Val

45

Gly- Trp

Tyr Asp Ser Val

Ala
60 '

Lys Asn Ser Leu Tyr

80

Ala Leu Tyr Tyr

95

Cys

Asp Gly Tyr Phe

0110

Asp

Ser

chain protein sequence

Gly Arg

Val Lys Pro
- 15

Thr Phe Asp Asp Tyr
30

Gly Leu Glu Trp Val
: 45

Tyr Ala Asp Ser val
60




PCT/AU2012/001247

.28 -

Lys Gly Arg Phe Ile Val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 75 ‘ ' 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
‘ 85 90 ' .95

‘ Ala Lys Asp Met Cys Ser Ser Gly Gly Cys Pro Asp Gly Tyr'Phe Asp
100 105 110

Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

115 120
<210> 40
<211> 124
<212> PRT

<213> Artificial Segquence

<220> ‘
<223> Synthetic; 401.11.179 variable heavy chain protein sequence

~.

<400> 40 k

Gln Val Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg
1 S ' 10 _— 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30

. Ala Met' His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 - 40 : 45

Ala Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val
50 55, 60 .

Lys Gly Arg phe Ile val. Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 . 75 - 80

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
o 85 . 90 95

Ala Lys Asp Met~bys Ser Ser Gly Gly Cys Pro Glu Gly Tyr Phe Asp
- 100 . 105 ‘110

Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

Gln Vval
1

Ser Leu

Ala Met

Ala Thr
50 .

PCT/AU2012/001247

-29.

41

124

PRT

Artificial Sequence

~

Synthetic; 401.11.180 variable heavy chain protein sequence
41
Gln Leu Val Gly Ser Gly Gly Gly Leu Val Lys Pro Gly Arg

5 10 : 15

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 . © 30

His Trp Val Arg Gln Alé Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val

Lys‘Gly Arg Phe Ile Val Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr

65

Leu Gld

Ala Lys

Ser Trp

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

<220>
<223>

<400>

Gln Vval
1

70 v 75 80

Met Asn Ser Leu Arg Ala Glu Asp Thr AlaALeu Tyr Tyr Cys
85 . 90 95

Asp Leu Cys Ser Ser Gly Gly Cys Pro Glu Gly Tyr Phe Asp
100 105 110 -

Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

42

124

PRT

Artificial Sequence

Synthetic; 401.11.181 variable heavy chain protein sequence
42 .

Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Arg
5 10 - 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr

20 25 30
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Ala Met

Ala Thr
50

His Trp Val Arg
35

Ile Ile Trp Asn

Lys Gly Arg Phe Ile Val

65

70

Leu Gln Met Asn Ser Leu

Ala Lys

Ser Trp

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

<220>
<223>

<400>

Gln val
1

Thr Leu

Tyr Trp

85

Asp Met Cys Ser
100

Gly Gln Gly Thr
115

43
121
PRT-

43
Gln Lequln Glu
5 .

Ser Leu Thr Cys
20

Ser Trp Ile Arg
35

Gly Glu Ile Asn His Ala

50

Ser Arg Val Thr Ile Ser

65

70

Lys Leu Ser Ser Val Thr

85

Arg Gly Glu Ile Tyr Asp

100
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Gln

Ser

55

Ser

Arg

Ser

Leu

‘Artificial Sequence

Ala

40

Ala

Arg

Ala

Gly

val
120

Pro

Ile

Asp

Glu.

Gly
105

Thr

- Synthetic; 402.8.84 variable

Ser Gly Pro

Ala

Gln

val

Pro

40

Gly
55

val

Ala

Phe

Ser

Asp

Alé

Tyr

Tyr

25

Pro

Thxr

Thr

Asp

Lys

. 105

-30 -

Gly

Ile

Asn

Asp

20

Cys

val

Lys
Gly
Ala
75

Thr

Pro

Ser

Gly

Tyr
€0

Lys

Ala

Asp

Ser

heavy chain

Gly
10

Gly
Gly
Asn
Ser

Thr

90 .

jSer

Leu

Gly

Lys

Tyr

Lys

75

Ala

Tyr

Val

Ser

Gly

Asn

60

Asn

val

Leu

Leu

45

Ala

Asn

Leu

Gly

Glu
Asp
Ser
fyr

Tyr
110

protein

Lys
Phe
Leu
45

Pro
Gln

Tyr

Asp

Pro

Ser

30

Glu

Ser

Phe

Tyr

Val
110

PCT/AU2012/001247

Trp

Ser

Leu

Tyr

Phe

sequence

Ser

15

Gly

Trp

Leu

Ser

Cys
95

Trp

val
val
Tyr
80

Cys

Asp

Glu
Tyx
Ile
Lys
Leu
80

Ala

Gly




PCT/AU2012/001247

231 -

Lys Gly Thr Thr Val Thr Val Ser Ser

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

<220>
<223>

<400>

115 120

44

121

PRT

Artificial Sequence

Synthetic; 402.8.86 variable. heavy chain protein sequence

44

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu

1

5 10 ‘ 15

Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr

20 25 30

Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile

35 40 . ' 45

Gly Glu Ile Asn His Ala Gly Ser Thr Asn Tyr Asn Prd Ser Leu Lys

50

55 60

Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser Leu

65

70 75 80

Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala val Tyr Tyr Cys Ala

85 90 95

"Arg Gly Glu Ile Tyr Asp Phe Tyr Asn Ser Tyr Met Asp Val Trp Gly

100 105 _ 110

Lys Gly Thr Thr Val Thr Val Ser Ser

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

<220>
<223>

- <400>

115 120

45

121

PRT

Artificial Sequence

Synthetic; 402.8.87 variable heavy chain protein sequence

45

Gln Val Gln Leu Gln Glu Ser Gly Pro Giy Leu Val Lys Pro Ser Glu

1

5 10 - 15

C:\NRPortbNDCC\DXDM674592_1.DOC - 15/10/12
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Thr Leu Ser Leu Thr Cys
20

Tyr Trp Ser Trp Ile Arg
. 35

Giy Glu Ile Asn His Ala
50

' Ser Arg Val Thr Ile Ser
65 _ 70

Lys Leu Sef Ser val Thr
85

- Arg Gly Glu Ile Tyr Asp:

100

Lys Gly Thr Thr val Thr

115
<210> 46
<211> 108
<212> PRT

Ala

Gln

Gly

55

Val

Ala

Phe

Val

<213> Artificial Seguence

<220>

<223> Synthetic; 401.11.24

<400> 46

Asp Ile Gln Met Thr Gln
1 : 5

Asp Arg Val Thr Ile Thr
20

Leu Ala Trp Tyr Gln Gln
' 35

Tyr Ala Ala Ser Ser Leu
50 :

Ser Gly Ser Gly Thr Asp
65 70

. C:ANRPortb\DCC\DXDM674592_1.DOC - 15/10/12

Ser
Cys
Lys
Gln
55

Phe

Vval

Pro
40

Ser

Asp

Ala

Tyr

Ser
120

Tyr

25

Pro

Thr

Thr

Asp

Lys

105

Ser

-32.-

Gly

Gly

Asn

Ser

Thr
90

Ser

Gly

Lys

Tyr‘

Lys
75

Ala

Tyr

Ser

Gly

Asn

60

Asn

Val

Met

Phe

Leu

45

Pro

Gln

Tyr

Asp

Ser
30

Glu
Ser
Phe

Tyr

val
110

PCT/AU2012/001247

Gly Tyr
Trp Ile
Leu Lys

Ser Leu
80

Cys Ala
95

Trp Gly

variable light chain protein sequeﬁce

Pro

Arg

Pro

40

Ser

Thr

Ser

Ala

‘25

Gly

Gly

Leu

Ser

‘10

Ser

Lys

val

Thr

Val

Gln

Ala

Ser

Ile
75

Ser

His

Pro

Ser

60

Ser

Ala

Ile

Lys

45

Arg

Ser

Ser

Ser

30

Leu

Phe

Leu

Val Gly
15

Ser Trp
Leu Ile

Ser Gly

Gln Pro
80




PCT/AU2012/001247

-33.

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn Arg Phe Pro Leu
) 85 20 95

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

’

<210> - 47
<211> 108
<212> PRT

<213> Artificial Seﬁuence

<220> .
<223> Synthetic; 401.11.26 variable light chain protein sequence

<400> 47
Asp Ile Gln Met Thr Gln 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 His Ile Ser Ser Trp
20 25 ..30 -

Leu Ala Trp Tyr Gin Gln Lys Pro Gly Lys Ala Pro Asn Leu Leu Ile
35 40 45

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 58 60 .

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

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn Arg Phe Pro Leu
85 ’ 90 95

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

<210> 48
<211> 108
<212> PRT

<213> \?omo sapiens

<220> .
<221> misc_feature ‘
<223> 401.11.26 variable light chain protein sequence

<220> .
<221> misc_feature o
<223> 401.11.86 variable light chain protein sequence

C:\NRPortbhDCC\DXD\4674592_1.DOC - 15/10/12
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-34-.

<400> 48
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly
1 h 5. 10 - 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Glm His Ile Sex Ser Trp
' 20 " 25 . 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Asn Leu Leu Ile
: 35 . 40 . 45 :

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Ser Ser Arg Phe Ser Gly
' 50 . 55 . : 60

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 Asn Arg Phe Pro Leu
85 i 90 95

Thr Phe Gly Gly Gly Thr Lys Leuw Glu Ile Lys Arg - !
o0 105 °

<210> 49
<211> 108
<212> PRT

<213> Artificial Sequence

<2205 : o
<223> Synthetic; 401.11.151 variable light chain protein seguence

<400> 49
Asp Ile Gln Met Thr Gln 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 His Ile Ser Ser Trp-
20 25 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 . 40 45 .

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

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
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-35-

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn Arg Phe Pro Leu
85 90 95

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

<210> 50
<211> 108
<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic; 401.11.152 variable light chain protein sequence

<400> 50
Asp Ile Gln Met Thr Gln 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 His Ile Ser Ser Trp
' 20 25 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 . 45

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Ser Ser Arg Phe Ser Gly
50 55 : 60

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 Asn Arg Phe Pro Leu
85 90 95

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

<210> 51
<211> 108
<212> PRT

<213> Artificial Sequence

<220> . ) o :
<223> Synthetic; 401.11.154 variable light chain protein sequence

<400> 51

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly
1 5" 10 . 15

C!\NRPOHN\DCC\DXDW67459Z_;1.DOC - 15/10112




Asp

Leu

Tyr

Ser

65

Glu

Thr

Arg Val

Ala Trp
35

Ala Ala
50 )
Gly Ser

Asp Phe

Phe Gly

<210> 52
<211> 108
<212> PRT

<213>

<220>
<223>

<400> 52

"Asp
1

Asp

Leu

Tyr Ala Ala

Ser
65

Glu

Thr

Ile Gln

Arg Val

Thr

20

Tyr

Ser

Gly

Ala

Gly
100

Met

Thr

- 20

Ala Trp
35

50

Gly Ser

Asp Phe

Phe Gly

Tyr

Ser

Gly

Ala

Ile

Gln

Ser

Thr

Thr
85

Gly

Thr

5

Ile

Gln

Ser

Thr

Thr
Gln
Leu
Asp
70

Tyr

Thr

Gln

Thr

Gln

Leu

Asp

70

Thr
85

Tyr

Gly Gly Thr

100
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Cys Arg

Lys Pro
40

Gln Ser
55
Phe Thr

Tyr Cys

Lys Leu

Arcificial Sequence

Ser Pro

Cys Arg

Lys Pro
40

Gln Ser
55
Phe Thr

Tyr Cys

Lys Leu

Ala

25

Gly

Gly

Leu

Gln

Glu

1105

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu
105

-36-

Ser Gln His

LYS
Val
ihr
Gln

90

Ile

Ser

10

Ser

Lys

val

Thr

Gln

920

Ile

Ala

Pro

Ile

75

Ala

Lys

Synthetic; 401.11.155 variable light

Val

Gln

‘Ala

Pro

Ile

75

Ala

Lys

Pro

-Ser

60

Ser

Asn

Arg

Ile

Lys
45

Arg

Ser

Arg

PCT/AU2012/001247

Ser Sg:

30

Leu Leu

Phe Ser

Leu Gln

Phe Pro
95

Trp
Ile
Gly
Pro

80

Leu

chain protein sequence

Ser

His

Pro

Ser

60

Ser

Asn

Arg

Ala

Ile

Lys

45

Arg

Ser

Arg

Ser Val
15

Ser Ser
30
Leu Leu

Phe Ser

Leu Gln

Phe Pro

95

Gly

Trp

Ile

Gly

Pro

80

Leu




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

<220>
<223>

<400>

53
108
PRT

Artificial Sequence

-37-

Synthetic; 401.11.156 variable light

53

Asp Ile Gln Met Thr Gln

1

Asp Arg Val Thr Ile Thr

20

Leu Ala Trp Tyr Gln Gln

Tyr Ala Ala Ser Ser Leu

50

Ser Gly Ser Gly Thr Asp

€5

70

Glu Asp Phe Ala Thr Tyr

85

Thr Phe Gly Gly Gly Thr

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

<220>
<223>

<400>

100

54
108
PRT

Ser Pro Ser Ser Vval

Cys
Lys
Gln
55

Phe

Tyr

Lys

Artificial Sequence

Afg

Pro
40

Sex

Thr

Cys

Leu

Ala

25

Gly

Gly

Leu

Gln

Glu
105

10

Ser
Lys
Val
Thr
Gln
90

Ile

Gln

Ala

Ser

Ile

75

Ala

Lys

Synthetic; 401.11.157 variable light

54

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val

1

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln’

5

20

1

25

10

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala

35

C:\NRPortbNDCC\DXDN674592_1. DOC - 15/10/12

40

chain protein sequence

Ser

His

Pro

Ser

60

Ser

Asn

Arg

chain protein sequence

Ala

Ile

Lys

Arg

Ser

Arg

Ser
Ser
30

Leu
Phe
Leu

Phe

!

PCT/AU2012/001247

val
15

Ser
Leu
Ser

Gln

Pro
95

Gly

Trp

Ile

Gly

Pro

80

Leu

Ser Ala Ser Val Gly

15

His Ile Ser Ser Trp

30

Pro Asn Leu Leu Ile

45




Tyr Ala Ala Ser Ser Leu Gln Ser Gly

50

Ser Gly:Ser Gly Thr Asp Phe Thr Leu

65

55

70

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln

Thr Phe

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

<220>
<223>

<400>

Asp Ile
1

Asp Arg
Leu Ala

Tyr Ala
50

Ser Gly
65

Glu Asp
Thr Phe

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

85

Gly Gly Gly Thr Lys Leu Glu

100

55

108

PRT

Artificial Sequence

105

PCT/AU2012/001247

-38 -

Val Pro Ser Arg Phe Ser Gly
60

Thr Ile Ser Ser Leu Gln Pro
75 80

Gln Ala Asn Arg Phe Pro Leu
S0 : 95

Ile Lys Arg

Synthetic; 401.11.158 variable light chain protein sequence

55

Gln Met Thr Gln Ser

val Thr Ile Thr Cys
20

Trp Tyr Gln Gln Lys.

Ala Ser Ser Leu Gln
55

Ser Gly Thr Asp Phe
70

Phe Ala Thr Tyr Tyr
85

Gly Gly Gly Thr Lys
100

56

108

PRT ,
Artificial Sequence

C:\NRPortbNDCC\DXD\674592_1.DOC - 15/10/12

Pro

Arg

Pro

40

Ser

Thr

Cys

Leu

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu
105

Ser Val Ser Ala Ser Val Gly
10 . 15

Ser Gln His Ile Ser Ser Trp
30

Lys Ala Pro Lys Leu Leu Ile
-45

Val Pro Ser Arg Phe Ser Gly
60

Thr Ile Ser Ser Leu Gln Pro
75 B0

Gln Ala Asn Arg Phe Pro Leu
90 95

Ile Lys Arg




<220>
<223>

<400>

-39-

Synthetic; 401.11.159 variable light

56

PCT/AU2012/001247

chain protein sequence

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val
1 5 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln
20 25

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala
35 - 40 : :

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Ser
50 55

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
© 65 70 ; 75

Glu Asp Phe Rla Thr Tyr Tyr Cys Gln Gln Ala
85 . 90

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

<210> 57
<211> 108
<212> PRT

<213>  Artificial Sequence

<220>
<223> Synthetic; 401.11.160 variable light

<400> 57
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val

1 5 " 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln
20 ‘ 25

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

"Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro
50 55 :

C:\NRPortbADCC\DXD\4674592_1.DOC - 15/10/12

Ser

His

Pro

Ser
60

Ser

Asn

Arg

chain protein sequence

Ser

His

,Pro

Ser
60

Ala Ser val
15

Ile Ser Ser
30

Lys Leu Leu
45

Arg Phe Ser
Ser Leu 'Gln

Arg Phe Pro
95

Ala Ser Val
15

Ile Ser Ser
30

Asn Leu Leu
45

Arg Phe Ser

Gly
Trp
Iie
Gly
Pro

80

Leu

Gly

'Trp

Ile

Gly




/

PCT/AU2012/001247

)

-40-

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 Asn Arg Phe Pro Leu
85 ‘ 90 ’ 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys‘Arg
100 ‘ 105 -

<210> 58
<211> 108 :
<212> PRT :

<213> Artificial Seguence

«220>
<223> Synthetic; 401.11.161 variable light chain protein sequence

<400> 58

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly
1 S 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln His Ile Ser Ser Trp
20 : 25 ) © 30

Leu Ala Trp Tyr Gln Gln,Lys,Pro'Gly Lys Ala Pro Lys Leu Leu Ile
’ : 35 : 40 45

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

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 Asn Arg Phe Pro Leu .
‘ - 85 90 95

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

<210> 59
<211> 108 !
<212> PRT ‘

<213> Artificial Sequence

<220> . :
<223> Synthetic; 401.11.165 variable light chain protein sequence

<400> 59

C:\NRPorbADCC\DXDW674592 1 DOC - 15/10/12




Asp

Asp

Leu

Tyr

Ser
65

" Glu

Thr

Ile

Arg

Ala

Gln

Val

Trp

" 35

Ala
50

Gly

Agp

Phe

<210>
<211>

<212>
" <213>

<220>
<223>

<400>

Ala

Ser

Phe

Gly

60

108
PRT :
Artificial Sequence

60

Met

Thr

20

Tyr

Ser

Gly

Ala

Gly
100

Asp Ile Gln Met

1

Asp

Leu

Ser
65

Glu

Arg Val Thr

20

Ala Trp Tyr

Ala Ala Ser’

50

35

Gly Ser Gly

Asp Phe Ala

Thr Gln
5

Ile Thr
Gln Gln
Ser Leu

Thr Asp
70

Thr Tyr
85

Gly Thr

Thr Gln
S

Ile Thr
Gln Gln
Ser Leu
Thr Asp

, 7vo

Thr Tyr
85

CANRPortb\DCC\DXDM674592_1.DOC - 15/10/12

Ser
Cys
Lys
Gln
55

Phe

Tyr

Lys

Ser

Cys

Lys

Gln

55

Phe

Tyr

Pro

Arg

Pro

40 -

Ser

Thr

Cys

Leu

Pro

‘Arg

Pro

40

Ser

Thr

Cys

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser

Ala
25

Gly

Gly

Leu

Gln

-41 -

Ser
10

Ser

‘Val

Thr

Gln
S0

Ile

Ser
10

Ser

Lys

val

Thr

Gln
90

Val

Gln

Lys‘Ala

Pro

Ile

75

Ala

Lys

Synthetic; 401.11.166 variable light

Val

Gln

Ala

Ser

Ile
75

Ala

Ser

His

Pro

Ser

60

Ser

Asn

Arg

Ala

Ile

Lys

45

Arg

Ser

Arg

Ser

Ser
30

Leu

Phe

Leu

Phe

PCT/AU2012/001247

Val Gly
15

Ser Trp
Leu Iie
Ser Gly
Gln Prq
80

Pro Leu
95

chain protein sequence

Ser

His

Pro

Ser

60

Ser

Asn

Ala
Ile
Lys
45

Arg

Ser

Arg

Ser

Ser

30

Leu

Phe

Leu

Phe

val Gly
15 ’

Ser Trp
Leu Ile
Ser Gly
Gln Pro

80

Pro, Leu
95




Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Arg

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

<220>

<223>

<400>

Asp Ile

PCT/AU2012/001247

100 105 ~ -
61

108

PRT

Artificial Sequence

Synthetic; 401.11.167 variable light chain protein sequence
61

Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln His Ile Ser Ser Trp

~Leu Ala

20 S 25 \ 30

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

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly

50

55 . 60

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

€5

~Glu Asp

Thr Phe

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

<220>
<223>

<400>

70 - . 75 80

Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn Arg Phe Pro Leu
85 90 95

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

62

108

PRT

Artificial Sequence

Synthetic; 401.11.179 variable light chain protein sequence

62

Agp Ile Gln Met Thr Gln 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 His Ile Ser Ser Trp

20 ‘ 25 30
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Leu

TyY

Ser
65

Glu

Thr

-43 -

Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala
35 - 40

Ala Ala Ser Ser Leu Gln Ser Gly Val Pro
50 i .- S5 :

Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
. 70 o 75

Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala
' 85 90

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

<210> 63
<211> 108
<212> PRT

<213> Artificial Sequence

€220> .
<223> Synthetic; 401.11.180 variable light

<400> 63

Asp

1

Asp

Leu

TYx

Ser

€5

Glu

Thr

Ile Gln Met Thr Gln Ser Pro Ser Ser Val

Arg Val Thr Ile Thr Cys Arg Ala Ser Gln
- 20 25

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

Ala Ala Ser Ser Leu Gln Ser Gly Val Pro
50 . 55

Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile

Asp Phe Ala Thr Tyr TyfACys Gln Gln Ala
85 90

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

C:ANRPortbANDCC\DXD\4674592_1 DOC - 15/10/12

PCT/AU2012/001247

Pro Lys Leu Leu Ile
45

Ser Arg Phe Ser Gly

© 60

Ser Ser Leu Gln Pro
80

‘Asn Arg Phe Pro Leu

95

Arg

chain protein sequence

Ser Ala Ser Val Gly
15

His Ile Ser Ser Trp
30

‘Pro Lys Leu Leu Ile

45

Ser Arg Phe Ser Gly
60

Ser Ser Leu Gln Pro
80

Asn Arg Phe Pro Leu
95

Arg




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

<220>

© <223>

<400>

Asp Ile
1

‘64

108
PRT
Artificial Sequence

-44 -

Synthetic; 401.11.181 variable light

64

Gln Met Thr Gln Ser Pro Ser

Asp Arg Val Thr Ile Thr Cys Arg Ala

20 25

Leu Ala Trp Tyr Gln Gln Lys Pro Gly

35 40 .

Tyr Ala Ala Ser Ser Leu Gln Ser Gly

50

55

Ser Gly Ser Gly Thr Agp Phe Thr Leu

65

70

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln

Thr Phe

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

<220>
<223>

<400>

85

Gly Gly Gly Thr Lys Leu Glu
100 105

65

112

PRT

Artificial Sequence

Synthetic; 402.8.84 variable

65

Gln Thr Val vVal Thr Gln Glu Pro Ser

1

5

Ser
10

Ser
Lys
Val
Thr
Gln
90

Ile

val

Gln

Ala

Pro

Ile

75

Ala

Lys

PCT/AU2012/001247

chain protein sequence

Ser

His

Pro

Ser

60

Ser

Asn

Arg

light chain

Leu Thr Vval

10

Thr Val Thr Leu Thr Cys Ala Ser Ser Ser Gly Ala

20 25

Asn Phe Pro Asn Trp Phe Gln Gln Lys

35 40

CANRPortbADCC\DXD\4674592_1.DOC - 15/10/12

Pro Gly Gln

Ala Ser

Ile Ser
30

Lys Leu
45
Arg Phe

Ser Leu

Arg Phe

protein

Ser Pro

Val Ser
30

Ala Pro
45

Val Gly
15

Ser Trp
Leu Ile
Ser Gly#
Gln Pro

80

Pro Leu
95

sequence
Gly Gly
15

Ser Gly,

Arg Ala




i

Leu Ile Phe Ser Ala Ser Asn Lys His

50

55

Ser Gly Ser Leu Leu Gly Gly Lys Ala

65

70

Gln Pro Glu Asp Glu Ala Glu Tyr Tyr

85

/

Thr Gln Leu Gly Val Phe Gly Gly Gly

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

<220>
<223>

<400>

100

66
112
PRT
Artificial Sequence

105

Synthetic; 402.8.86 variable

66

-Gln Thr val Val Thr Gln Glu

1

Thr Vai

Asn Phe

Leu Ile
’ 50

5

Thr Leu Thr Cys Ala
20

Pro Asn Trp Phe Gln
35

Phe Ser Ala Ser Asn
: 55

Ser Gly Ser Leu Leu Gly Gly

65

Gln Pro Glu Asp Glu Ala Glu

85

Thr Gln Leu Gly Val Phe Gly

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

<220>

100

67

112

PRT

Artificial Sequence

CANRPortbADCC\DXD\4674592_1.DOC - 15/10/12

Pro
Ser
Gln
40

Lys

Lys

Tyr.

Gly

Ser

Ser

25

Lys

His

Ala

Tyr

Gly
105

=45 -

Ser

val

Cys
90

Thr:

' PCT/AU2012/001247

Trp Thr Pro Ala Arg Phe

Leu
75

Leu

Lys

60

Thr

Leu

val

light chain

Leu

10

Ser

Pro

Ser

val

Cys

90

Thr

Thr

Gly

Gly

Trp

Leu

75

Leu

Lys

Val
Ala
Gln
Thr
60

Thr

Leu

Val

Leu Ser Gly Val

Tyr

Thr

Phe

val
110

protein

Ser

val

Ala

45

Pro

Leu

Tyr

Thr

Pro

Ser

30

Pro

Ala

Ser

Phe

vVal
110

80

.Gly Asp
95

Leu Gly

sequence

toa

Gly Gly
5

Ser Gly
Arg Ala
Arg Phe

Gly Vval
80

Gly Asp
95

Leu Gly




PCT/AU2012/001247

- 46 -
<223> Synthetic; 402.8.87 variable light chain protein sequence
<400> 67
Gln Thr val val Thr Gln Glu Pro Ser Leu Thr Val Ser Pro Gly Gly
1 5 ‘ 10 15
Thr Val Thr Leu Thr Cys Ala Ser Ser Ser Gly Ala Val Ser Ser Gly
20 25 30
Asn Phe Pro Asn Trp Phe Gln Gln Lys Pro Gly Gln Ala Pro Arg Ala
‘ 35 40 45
Leu Ile Phe Ser Ala Ser Asn Lys His Ser Trp Thr Pro Ala Arg Phe
50 55 60
Ser Gly Ser Leu Leu Gly Gly Lys Ala Val Leu Thr Leu Ser Gly Val
65 70 75 80
Gln Pro Glu Asp Glu Ala Glu Tyr Tyr Cys Leu Leu Tyr Phe Gly Asp
85 90 ’ 95
Thr Gln Leu'Gly Val Phe Gly Gly Gly Thr Lys Val Thr val Leu Gly
100 105 : 110 ’
<210> 68
<211> 372
<212> DNA
<213> Artificial Sequence
<220>
<223> Synthetic; 401.11.24 variable heavy chain nucleotide
<400> 68 :
caggtgcagc tcgtgggctce tggcggcgga ctggtcaage ctggcagaag cctgeggetg 60
agctgtgccg ccagcggctt caccttcgac gactacgcca tgcactgggt ccgacaggcc 120
cctggcaagg gcctggaatg ggtggccacc atcatctgga acagcgccét catcggctac' 180
gccgacageg tgaagggccg gttcatcgtg tcocccgggata acgccaagaa cagcctgtac 240
ctgcagatga acagcctgcg ggccgaggac accgccctgt actactgcgc caaggacatg 300
tgcagcagct ctggctgecc cgacggetac ttegattett ggggccaggg caccctggtce 360
acegtgtect ca 372
<210> 69 ‘
<211> 372
<212> DNA :
<213> Artificial Sequence

C:\NRPorbADCC\DXD\4674592_1.DOC - 15/10/12




<220>
<223>

<400> 69
gaggtgcagce

agctgtgccg
cctggcaagg
geccgacageg
ctgcagatga
tgcagcagca
accgtgtecet
<210> . 70

<211> 372
<212> DNA

<213>

<220>
<223>

<400> 70
caggtgcage

agctgtgecg
cctggcaagg
gcegacageg
ctgcagatga
tgcagc;gcg
acegtgtect
<210> 71

<211> 372
<212>

<213>

<220>
<223>

<400> 71

DNA _
Artificial Sequence

Synthetic; 401.

tggtggaatc
ccagcggctt
écctggaatg
tgaagggccg
acagcctgcg
gcggctgcecce

ca

Synthetic; 401.

tecgtgggete
ccagcggctt
gcctggaatg
tgaagggccg
acagcctgceg
gcggctgece

ca

-47-

PCT/AU2012/001247

11.26 variable heavy chain nucleotide

tggcggcgga ctggtgcagc ccggcagaag cctgagactg

caccttcgac
ggtggccacc
gttcatcgté
ggccgaggac

cgacggctac

Artificial Sequence

gactacgcca
atcatctgga
tcececgggata
atggcccetgt

ttcgattett

tgcactgggt
acagcgccat
acgccaagaa
actaétgcgc

ggggccagag

ccgacaggcc
catcggctac
cagcctgtéc
caaggacatg

caccctggte

11.86 variable heavy chain nucleotide

tggcggegga

caccttcgac

ggtggccacc

gttcategtg

ggccgaggac

cgacggctac

ctggtcaagce
gactacgcca
atcatctgga
tceegggata
atggccctgt

ttcgattctt

Synthetic; 401.11.151 variable heavy

gaggtgcagc tggtggaatc tggcggcgga ctggtgcagé

agctgtgecg ccagcggett caccttegac gactacgeca

cctggcaagg gcctggaatg ggtggccacce atcatctgga

gccgacagcg tgaagggccyg gttcategtg tcccgggata

C:\NRPortbADCC\DXD\W674592_t.DOC - 15/10/12

ctggcagaag

tgcactgggt
acagcgccat
acgccaagaa

actactgcge

ggggccaggg

cctgeggcetg .

ccgacaggcec
catcggctac

cagcctgtac

caaggacatg

caccctggtc

chain nucleotide

ccggcagaag cctgagactg

tgcactgggt

acagcgccat

ccgacaggcec

catcggctac

acgccaagaa cagcctgtac

60

120

180
240
300
360

372

60
120
180
240
300
360

372

60
120
180

240




ctgcagatga acagcctgeg ggecgaggac accgccectgt actactgege caaggacatg

- 48 -

PCT/AU2012/001247

Egcagcagca gcggctgcéc cgacggctac ttcgattc;t ggggccaggg caccctggtc

accgtgtect

<210> 72

.<211l> 372
<212> DNA
<213>

<220>
<223>

<400> 72
gaggtgcagce

agctgtgecg
cctggcaagg
gcecgacageg
ctgcagatga
tgcagcagca
accgtgtect
<é10>' 73 .
<211> 372
<212> DNA

<213>

<220>
<223>

<400> 73
caggtgcagc

agctgtgeeg
cctggcaagg
gccgécagcg
ctgcagatga
tgcagcaget
accgtgtcct
<210> 74
<211> 372

<212> DNA
<213>

ca

Synthetic; 401.

tggtggaatc
ccagcggcett
gcctggaatg
tgaagggccg
acagcctgcg
gcggcectgecce

ca

tecgtgggetce
ccagcggcett
gcetggaatg
tgaagggccg
acagcctgceg
ctggctgecc

ca

Artificial Sequence

11.152 variable heavy

tggcggegga
Caccttcgaé
ggtggccacc
gttéatcgtg

ggccgaggac

cgacggctac

Artificial Sequencé

tggcggcgga
caccttcgac
ggtggccacc
gttcatcgtg
ggcecgaggac

cgacggétac

Artificial Sequence

CANRPortbRDCC\DXD\4674592_1.DOC - 15/10/12

ctggtgcagce
gactacgcca
atcatctgga
tcecegggata
accgecctgt

ttcgattctt

Synthetic; 401.11.154 variable heavy

ctggtcaagc
gactacgcca
atcatctgga
téccgggata
accgccctgt

ttcgattctt

chain nucleotide

ccggcagaag
tgcactgggt
acagcgccat

acgccaagaa

actactgegc

ggggccaggyg

cctgagactg

ccgacaggcce
catcggctac
cagcctgtac
caaggacatg

caccctggtce

chain nucleotide

ctggcagaag
tgcactgggt
acagcgccat
acgccaagaa

actactgege

ggggccaggg

cctgeggcetg
ccgacaggcec
catcggctac
cagcctgtac

caaggacatg

‘caccectggtce

300

360

372

60

120
180
240
300
360

372

50“

120

180

240

300

360

372

-




<220>
<2235

<400> 74
gaggtgcagce

agctgtgeceg
cctgécaagg
gccgacagcg
ctgcagatga
tgcagcagca
accgtgtcct
<210>
<211>

<212> -
<213>

75
372
DNA

<220>‘
<223>

<400> 75
caggtgcagc

agctgtgecg
cctggcaagg
gccgacagceg
ctgcagatga
tgcagcagcg
accgtgtect
<210>
<211>

<212>
<213>

76
»372
-DNA

<220>

<223>

<400> 76

Synthetic; 401.

tggtggaatc
ccagcggett
gcctggaatg
tgaagggceg
acagcctgeg
geggetgecec

ca

tegtgggcete
ccagcggctt
gcctggaatg
tgaagggceg
acagcctgcgb
gtégctgccc

ca

-49.

11.155 variable heavy nucleotide

tggcggegga
caccttcgac
ggtggccacc
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

tggcggcgga
caccttcgac
ggtggccécc
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Seguence

ctggtgcagce

. gactac%;cca

atcatctgga
tccegggata
atggccctgt

ttcgattctt

Synthetic; 401.11.156 variable heavy

Ctggtqaagc
gactacgcca
atcatctgga
tcccgggata
accgecctgt

ttcgattett

Synthetic; 401.11.157 variable heavy

caggtgcagc tegtgggetc tggcggcgga ctggtcaagce

agctgtgccg ccagecggcett caccttcgac'gadtacgcca

éctggcaagg,gcctggaatg ggtggccacc atcatctgga

gcecgacageg tgaagggccg gttcatcgtg teccgggata

,
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ccggcagaaq
tgcactgggt
acagcgccat
acgccaagaa
éctactgcgc

ggggccagayg

PCT/AU2012/001247

cctgagactg

cecgacaggcec

catcggctac

cagcctgtac
caaggacatg

caccetggte

chain nucleotide

ctggcagaag
tgcactgggt
acagcgccat
acgccaagaa

actactgcgce

ggggccaggg

cectgeggetg
ccgacaggcec
catcggctac
cagcctgtac
s
caaggacatg

caccctggtc

chain nucleotide

ctggcagaag
tgcactgggt
acagcgccat

acgccaagaa

cctgeggetg

ccgacaggcec
catcggctac

cagcctgtac

60
120
180
240
300
360

372

60
120
180
240
300
360

372

60
120 °
180

240




=50 -

PCT/AU2012/001247 -

ctgcagatga acagcctgeg ggccgaggac accgccctgt actactgege caaggacatg

tgcagcagcg gtggctgcce cgacggctac ttcgattett ggggccaggg caccctggte

accgtgtcct

<210> 77

<211> 372
<212> DNA
<213>

<220>
<223>

<400> 77
caggtgcagce

agctgtgeeg
cctggeaagg
gcecgacageg
ctgcagatga
tgcagcagcyg
accgtétcct
<210> .78

<211> 372
<212> DNA

<213>

<220>
<223>

<400> 78
gaggtgcagc

agctgtgcceg
cctggcaagy
gcegacageg
ctgcagatga
tgcagcagcey
accgtgtqct
<210> 79
<211> 372

<212> DNA
<213>

ca

Synthetic; 401.

tcgtgggete
ccagecggcett
gcctggaatg
tgaagggceg
acégcctgcg
gtggctgecce

ca

tggtggaatc
ccagcggett
gcctggaatg
tgaagggccg
acagcctgceg
gtggctgcce

ca

Artificial Sequence

11.158 variable heavy

tggcggcgga:

caccttecgac
ggtggccacc
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

tggcggcgga

caccttecgac

ggtggccacc
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

C:ANRPortb\DCC\DXDW674592_1.DOC - 15/10/12

ctggtcaagc
gactacgcca
atcatctgga
tccecgggata
accgceccetgt

ttegattett

Synthetic; 401.11.159 variable heavy

ctggtgéagc
gactacgcca
atcatctgga
tceccgggata
atggcectgt

ttcgattett

chain nucleotide

ctggcagaag
tgcactgggt
acagcgccat
acgccaagaa

actactgcgce

ggggecagag

cctgeggetg
ccgacaggcce
catcggctac
cagcctgtac
caaggacatg

caccctggte

chain nucleotide

cgggcagaaé
tgcactgggt
acagcgccat
acgccaagaa
actactgcge

ggggccaggg

cctgagactg
ccgacaggcec
catcggctac
cagcctgtac
caaggacatg

caccectggte

300
360

372

60
120
180

240

300

360

372

60

120

180.

240

300

360

372




<220>
<223>

<400> 79
gaggtgcagce

agctgtgccg
cectggcaagg
gcecgacageg
ctgcagatga
tgcagcageg
accgtgtect
80‘

372
DNA

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

<220>
<223>

<400> 80
© gaggtgcagce

agctgtgccg
cctggcaagg
gcecgacageg
ctgcagatga
tgcagcagcg
accgﬁgtcct
<210> 81

<211> 372
<212> DNA

<213>

<220>
<223>

<400> 81

Synthetic; 401.

tggtggaatc
ccagcggcett
gcctggaatg
tgaagggccg
acagcctgceg
gtggctgccece

ca

’

Synthetic; 401.

tggtggaatc
ccagcggctt
gcectggaatg
tgaagggccg
gcagcctgcg
gtggctgccc

ca

-51-

11.160 variable heavy

tggcggegga
caccttégac
ggtggecace
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

ctggtgcage
gactacgcca
atcatctgga
tcccggéata
atggccctgt

ttcgattett

11.161 variable heavy

tggcggegga
caccttcgac
ggtggccace
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

ctégtgcagc
gactacgcca
atcatctgga
tccdgggata
atggccctgt

ttegattett

Synthetic; 401.11.165 variable heavy

gaggtgcagce tggtggaatc tggcggcgga ctggtgcage

agctgtgcecg ccagcgdctt caccttcgac

cctggcaagg goctggaatg ggtggccace

gccgacageg tgaagggccg gttcatcgtg

C:ANRPortbhDCC\DXD\M674592_1.DOC - 15/10/12 |~

gactacgcca
atcatctgga

tccecgggata

PCT/AU2012/001247

chain nucleotide

écggcagaag
tgcactgggt
acagcgceat
acgccaagaa
actactgcge

ggggccaggg

cctgagactg
ccgacaggcec
catcggctac
cagéctgtac
caaggacaﬁg

caccctggte

chain nucleotide

ccggcagaag
tgcactgggt
acagcgccat
acgccaagaa
actactgcgc

ggggccaggyg

cctgagactg
écgacaggcc
catcggctac

cagcctgtac

caaggacatg

caccctggtce

chain nucleotide

ccggéagaag
tgcactgggt
acagcgccat

acgccaagaa

cctgagactg

cegacaggcec
catcggctac

cagcctgtac

60

120

180

240

300

360

372

60

120

180

" 240

300

360

372

60

120

180

240




. <213>

52

PCT/AU2012/001247

ctgcagatga acagcctgcg ggecgaggac accgccctgt actactgecge caaggacatg

tgcagcagcg gtggctgc¢C‘cgacggctac ttcgattett ‘ggggccaggg caccctggtc

accgtgtcecct

<210>
<211>
<212>

82
372
DNA

<220>
<223>

<400> 82
gaggtgcage

agctgtgceg
cctggcaagg

gccgacageg

ctgcagatga

tgcagcagcg
accgtgtect
83

372
DNA

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

<220>
<223>

<400> 83
gaggtgcagc

agctgtgeeg
cctggcaagg
gccgacagceg
vctgcagatga
Egcagcagcg
accgtgtect
84

372
DNA

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

ca

tggtggaatc
ccagcggctt
gcctggaatg
tgaagggcég
acagcctgeg
gtggctgccc

ca

Synthetic; 401

tggtggaatc
ccagcggett
gcctggaatg
tgaagggccg
ac;gcctgcg
gtggctgcce

ca

Artificial Sequence

tggcggegga
caccttcgac
ggtggccace
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

Synthetic; 401.11.166 variable heavy

ctggtgcagc

gactacgcca

atcatctgga

tcccgggata
accgccetgt

ttcgattctt

.11.167 variable heavy

tggcggegga

caccttegac
ggtggccacc
gttcatcgtg
ggccgaggac

cgacggctac

Artificial Sequence

C:ANRPortb\DCC\DXD\4674592_1.DOC - 15/10/12

ctggtgcagc
gactacgcca
atcatctgéa
tcccgggata
accgcectgt

ttcgattett

chain nucleotide

ccgécagaag
tgcactgggt
acagcgccat
acgccaagaa

actactgecgce

ggggccaggg

cctgagactg
ccgécaggcc
caecggctac
cagcctgtac
caaggacatg

caccetggtce

chain nucleotide

ccggcagaag
tgcacﬁgggt
acagggccét
acgccaagaa

actactgcgce

ggggccaggag

cctgégactg

ccgacaggcc\

catcggctac
cagcectgtac
caaggacatg

caccctggtce

300

360

372

60
120

180

240

300
360

372

60
120

180

- 240

T 300

360

- 372
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<220> : )

<223> Synthetic; 401.11.158 variable heavy chain nucleotide

<400> 84 .

caggtgcagc tggtgggctc tggcggcgga ctggtgaaac ccggcagaag cctgagactg 60
agctgcgeeg ccagcggett caccttcgac gactacgcca tgecactgggt cegccaggec 120
cctggcaagg gactggaatg ggtggcaacce atcatctgga acagcgccat éétcggctac 180
gccgacagcg tgaagggccg gttcatcgtg tccagagaca acgccaagaa cagcctgtac 240
ctgcagatga acagcctgcg ggccgaggac accgccctgt actactgcge caaggacatg 300
'tgcagcagcg ggggctgceccece cgacggctac tttgatagct ggggccaggg caccctggtg 360
acagtgtcct ca 372
<210> 85

<211l> 372

<212> DNA

"«213> Artificial Sequence

<220> .

<223> Synthetic; 401.11.179 variable heavy chain nucleoétide

<400> - 85

caggtgcagc tggtgggctc tggcggcgga ctggtgaaac ccggcagaag cctgagactg 60
agctgcgecg ccagcggett caccttcgac gactacgeca tgcactgggt cegccaggec 120
cctggcaagg gactggaatg ggtggcaacc atcatctgga acagcgccat catcggctac 180
gccgacageg tgaagggcocg gttcategtg tccagagaca achCaagaa'cagcctgtac 240
ctgcagatga acagcctgeg ggccgaggac accgccctgt actactgcge caaggacatg 300
tgcagcagcg ggggctgcee cgaaggctac tttgatagct ggggccaggg caccetggtg 360
acagtgtcct ca 372
<210> 86

<211> 372

<212> DNA

<213> Artificial Sequence

<220> . :

<223> Synthetic; 401.11.180 variable heavy chain nucleotide

<400> 86 :

caggtgcagce tggtgggcectc tggcggcegga ctggtgaaac ccggcagaag cctgagactg 60
agctgcgeeg ccageggett caccttcgac gactacgcca tgcactgggt ccgccaggcce 120
cctggcaagg gactggaatg ggtggcaacc atcatctgga acagcgccat catcggctac 180
gccgacageg tgaagggccg gttcatcgtg tccagagaca acgccaagaa‘cagcctgtac‘ 240

CANRPortbADCCIDXD\674592_1 DOC - 1571012
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ctgcagatga acagcctgcg ggccgaggac accgecctgt actactgegce caaggacctg

tgcagcageg ggggcetgecc cgaaggctac tttgatagct ggggccaggg caccetggtg

ctggtgaaac
gactacgcca
atcatctgga
tccagagaca
accgeectgt

tttgatagct

chain nucleotide

ccggcagaag
tgcactgggt
acagcgccat
acgccaagaa
actactgcgce

ggggccaggg

cctgagactg
cecgecaggec
catcggctac
cagcctgtaé
caaggacatg

caccetggtg

.8.84 variable heavy chain nucleotide

ctggtgaagce
ggttactact
atcaatcatg

gtagacacgt

cgcggacacg gctgtgtatt

cctggacgtc tggggcaaag

acagtgtecct ca

<210> 87

<211> 372

<212> DNA

<213> Artificial Sequence

<220> ‘
<223> .Synthetic; 401.11.181 variable heavy
<400> 87

caggtgcagc tggtggaatc tggcggcgga
agctgcgceg ccagecggcett caccttegac
cctggcaagg gactggaatg ggtggcaacce
gtcgacagcg tgaagggcecg gttcategtg
ctgcagatgé acagcctgcg ggccgaggac
tgcagcagcg ggggctgecce cgacggetac
acagtgtcct ca

<210> 88

<211> 363

<212> DNA

<213> Artificial Sequence

<220>

<223> Synthetic; 402

<400> 88

caggtgcagc tgcaggagtc gggcccagga
acctgcgctg tectatggtgg gtcctteagt
ccagggaagg ggctggagtg gattggggaa’
écgtccctca agagtcgagt caccatatca
aagctgagct ctgtgaccge

tacgattttt acaagtccta

tca

<210> 89

<211> 363

<212> DNA

<213> Artificial Sequence

C:ANRPortbNDCC\DXD\4674592_1.DOC - 15/10/12

cttcggagac
ggagctggat
ccggaagcac

ccaagaacca

actgtgcgag

ggaccacggt

cctgtcecte
tcgcecagece
caactacaac
gttctccetg
aggtgagatt

gacagtgtcc

300
360

372

60
120
180
240
300
360

372

60
120
180
240
300
360

363




<220>

<223>
<400> 89
caggtgcagc
acctgcgctg
ccagggaagg
ccgtcectea
aagctgagct
tacgattttt
tca

<210> 90
<211> 363
<212> DNA
<213>
<220>
<223>
<400> 90
caggtgcagc
acctgcgctg
ccagggaagg
ccgteectea
aagctgaget
tacgattttt
tca

<210> 91
<211> 324
<212> DNA
<2135
<220>
<223>
<400> 91

3

Synthetic; 402

tgcaggagtc
tctatggtgg
ggctggagtg
agagtcgagt
ctgtgaccge

acaactccta

tgcaggagtc
tctatggtgg
ggctggagtg
agagtcgagt
étgtgaccgc

acaagtccta

-55.

PCT/AU2012/001247

.B.86 variable heavy chain nucleotide

gggeccagga,

gtccttcagt
gatﬁggggaa
cacéatatca
cgcggacacg

catggacgtc

Artificial Sequence

gggcccagga

gtccttcégt
gattggggaa
caccatatéa
cgcggacacg

catggacgtc

Artificial Sequence

ctggtgaagc
ggttactact
atcaatcatg
gtagacacgt
gctgtgtatt

tggggcaaag

ctggtgaage
ggttactact
atcaatcétg
gtagacacgt
gctgtgtatt

tggggcaaag

cttcggagac
ggagctggat
ccggaagcac
ccaagaacca
actgtgcgag

ggaccacggt

cttecggagac
ggagctggat
cecggaageac
ccaagaacca
actgtgcgag

ggaccacggt

cctgtcecte
tcgccagece
caactacaac
gttctcectg
aggtgagatt

gacagtgtcc

Synthetic; 402.8.87 variable heavy chain nucleotide

cctgteecte

tcgecagecce

caactacaac

gttctcectyg
aggtgagatt

gacagtgtcc

Synthetic; 401.11.24 variable light chain nucleotide

gacatccaga tgacccagag ccccagoage gtgtecgeca gegtgggega cagagtgace

atcacctgtec gggccagcca gcacatcagc agcetggcetgg cctggtatca

gcagaagccce

ggcaaggccc ccaagctgct gatctacgcc gccagcagcc tgcagagcgg cgtgtccagce

agattcagcg gcagcggctc cggcaccgac
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ttcaccctga ccatcagetc

cctgcagcece
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gaggacttcg ccacctacta ctgccagcag gccaaccggt tccccctgac ctttggcgga

ggcaccaagc tggaaatcaa gcgt

<210> 92
<211> 324
<212> DNA

<213> Artificial Sequence

<220>

<223> Synthetic; 401.

" <400> 92
gacatccaga

atcacctgtce
ggcaagéécc
agattcagceg
‘gaggacttcg
ggcaccaagc
<210> 93

<211> 324
<212> DNA

tgacccagag
gggccagceca
ccaacctgcet

gcagcggcte

ccacctacta

tggaaatcaa

11.26 variable light chain nucleotide

ccccagcage
gcacatcage
gatctaégcc
cggcaccgac
étgcdagcég

gcgt

<213> Artificial Sequence

<220>

<223> Synthetic; 401.

<400> 93
gacatccaga

atcactégtc
gggaaagccc
aggttcagcg
gaagattttg
gggéccaagc
<210> 94

<211> 324
<212> DNA

tgacccagtc
gggcgagtcea
ctaatctcct
gcagtggatc
caacttacta

tggagatcaa

gccagcagec
ttcaccctga

gccaaceggt

gtgtccgceca gcgtgggcga‘cagagtgacc
agctggcetgg cctggtatca gcagaagccec
tgcagagcggkcgtgccaagc
ccatcagcte cctgcagcce

tcccectgac ctttggegga

11.86 variable light chain nucleotide

tccatcttec
gcatattagé
gatctatgct
tgggacggat
ttgtcaacag

acgt

<213> Artificial Sequence

<220>

gtgtctgcat ctgtaggaga

gctaacaggt - tecegeteac

cagagtcacc
agctggttag cctggtatca gcagaaacca
gcatccagtt tgcaaagtgg ggtctcatca

ttcactctca ccatcagcag Cctgcagcct

tttcggcgga

<223> Synthetic; 401.11.151 variable light chain nucleotide

<400> 94

gacatccaga tgacccagag ccccagcagc gtgtccgcca gcgtgggega cagagtgaéc
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© <212>

atcacctgtc
ggcaaggccec
agattcagcg
gaggacttcg
ggcaccaagc
<210> 95

<211> 324
DNA

<213>

<220>
<223>

<400> 95
gacatccaga

atcacctgte
ggcaaggccce

agattcagcg

gaggacttcg

ggcaccaagc

<210> 96

<211> 324
<212> DNA
<213>

<220>
<223>

<400> 96
gacatccaga

atcacctgtc
ggcaaggccce
;gaﬂtqagcg
gaggacttcg
ggcacéaagc
;210>
<211>

<212>
<213>

97
324

DNA .
Artificial Sequence

gggccagceca
ccaagctgcet
gcagcggcetce
ccacctacta

tggaaatcaa

Synthetic; 401.

tgacccagag
gggccagceca
ccaagctgcet
gcagcggctc
ccacctacta

tggaaatcaa

Synthetic; 401.

tgacccagag
gggccagcca
ccaégctgct
gcagcggqtc
ccacctacta

tggaaatcaa

gcacatcagc
gatctacgcece
cggcaccgac
ctgccagcag

gcgt

Artificial Sequence

-57-

agctggetgg
gccagcagcee
ttcaccctga

gccaaccggt

11.152 variable light

ccceagcage
gcacatéagc
gatctacgec
cggcaccgac
ctgccagcag

gcgt

Artificial Sequence

gtgtécgcca
agctggctgg
gccagcagcc
ttcaccctga

gccaaccggt

11.154 variable light

/

ccccagcage
gcacatcagc
gatctacgcc
cggcaccgac
ctgccagcag

gegt
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dtgtccgeca
agctggetgg
gccagcagec
'ttcaccétga

gccaaccggt

PCT/AU2012/001247

cctggtatca gcagaagccc
tgcagagcgg cgtgcccagc
ccatcagetc cctgeagccec

tccecectgac ctttggegga

chain nucleotide

gegtgggega

cctggtatca>

tgcagagcgg
ccatcagctce

tcccectgac

cagagtgacc
gcagaagccc
cgtgtcdagc
cctgcagccé

ctttggcgga

chain nucleotide

gcgtgggega
cctggtatceca
tgcagagcgg
ccatcagctce

tceccectgac

cagagtgacc

gcagaagccc
7 '

cgtgcccagc

cctgcagccce

ctttggcgga

120
180
240
300

324

60
120
180
240
300

324

60
120
180
240
300

324




<220>
<223>

<400> 97
gacatccaga

atcacctgte

ggcaaggcce

agattcagceg
gaggacttcg
ggcaccaagce
<210> 98

<211> 324
~<212> DNA

<213>

<220>
<223>

<400> 98
gacatccaga

atcaccpgtc
ggcaaggccec
agattcagcg
gaggacttcg
ggcaccaagc
<210> 99

‘<211> 324
<212> DNA

<213>

<220>
<223>

<400> 99
gacatccaga

atcacctgte
ggéaaggccc
agattc;gcg
gaggacttcg

ggcaccaagc

1

Synthetic; 401

tgacccagag
gggccagcca
ccaagctgct
gcagcggcete
ccacctacta

tggaaatcaa

Synthetic; 401

tgacccagag
gggccagcéa
ccaagctgcet
gcagéggctc
ccacctacta

tggaaatcaa

Synthetic; 401.

tgacccagag
gggccagcca
ccaacctgct
gcagcggctce
ccacctacta

tggaaatcaa

-58-

.11.155 variable light

cccecagcage gtgtccgeca

gcacatcagc égctggctgg

PCT/AU2012/001247

chain nucleotide

gcgtgggega cagagtgace

cctggtatca gcagaagccc

gatctacgec
cggcaccgac
ctgccagcag

gcgt

Artificial Sequence

gccagcagcec
ttcaccctga

gccaaccggt

.11.156 variable light

ccccageage
‘gcacatcagc
gatctacgcc
cggcaccgac
ctgccagcag

gegt

Artificial Sequenée

ccccagcage
gcacatcagce
gatétacgcc
cggcaccgac
étgccagcag

gcgt
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gtgtccgeca
agctggcetgg
gccagcagee
ttcaccctga

gccaaccggt

11.157 variable light

gtgtccgeca
é90t990t99
gécagcagcc
ttcacecctga

gccaaccggt

tgcagagcgg
ccatcagete

tceceectgac

cgtgceccage
cetgeagece

ctttggcgga

chain nucleotide

gcgtgggega
éctggtatca
tgcagagcgg
ccatcagctc

tcccectgac

cagagtgacc
gcagaagccece
cgtgtecage
ectgcagccc

ctttggcgga

chain riucleotide

gcgtgggega
cctggtatca
tgcagagcgg
ccatcagetc

tcececctgac

cagagtgacc
gcagaagccc
cgtgccaagce
cctgecagecce

ctttggcgga

60

120

180

240

300

324

50
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180
240
300

324

60
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180
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300

324




<210> 100
<211> 324
<212> DNA
<213>
' <220>
<223>
<400> 100
gacatccaga
atcacctgtc
ggcaaggccc
agattcagcg
gaggacttcg
ggcdccaage
<210> 101
<211> 324
<212> DNA
<213>.
«220>
<223>
<400> 101
~gacatccaga
atcacctgtc
ggéaaggccc
agattcagcg
gaggacttcg
ggcaccaagc
<210> 102
<211> 324
<212> DNA
<213>
<220>
<223>
<400> 102

gacatccaga tgacccagag ccccagcagc gtgtcegcca

Synthetic; 401.

tgacccagag
gggccagceca
ccaagctgct
gcageggetce
ccacctacta

tggaaatcaa

Synthetic; 401.

tgacccagag
gggccagcca
ccaagctéct
gcagcggcetc
ccacctacta

tggaaatcaa

Artificial Sequence

-59.

11.158 variable light

ccccagcagce
gcacatcagc
gatctacgcce
cggcaccgac
ctgccagcag

gcgt

Artificial Sequence

gtgtccgcca
agctggetgg
gccagcagee
'ttcaccctga

gccaaccggt

11.159 variable light

ccégagCagc
gcacatcagce
gatctacgce
cggcaccgac
ctgccagcag

gcgt

Artificial Sequence

gtgtccgeca
agctggctgg
‘gccagcagcce
ttcaccectga

gccaaccggt

Synthetic; '401.11.160 variable light

atcacctgtc gggccagcca gcacatcagc agctggctgg

ggcaaggcccvccaacctgct gatctacgec gecagcagece
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PCT/AU2012/001247

chain nucleotide

gqthQQCQa
cctggtatca
tgcagagcgg
ccatcagetce

tcceectgac

cagagtgacc

gcagaagccece

.cgtgeccage

cctgecagcce

ctttggcgga

chain nucleotide

gcgtgggega
cctggtatca
tgcagagegg
ccatcagcte

tccecectgac

cagagtgacc
gcagaagccc
cgtgtccage
cctgcagecec

ctttggegga

chain nucleotide

gcgtgggcga cagagtgace

cctggtatea

gcagaagccce

tgcagagcgg cgtgccaagce

60

120

180

240

300

324
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180

240

300

324

" 60
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180




-60-

PCT/AU2012/001247

agattcagcg gcagcggctc cggcaccgac ttcaccctga ccatcagetc cotgeagoce

gaggacttcg ccacctacta ctgccagcag gccaaccggt tcccectgac ctttggcgga

ggcaccaagc tggaaatcaa gcgt

.11.161 variable light

<210> 1032

<211> 324

<212> DNA

<213> Artificial Sequence

<220>

<223> Synthetic; 401

<400> 103 .
gacatccaga tgacccagag ccccagcagc
atcacctgtc gggccagcca gcacatcagce
ggcaaggccc ccaagctgct gatctacgcec
agattcagcg gcagcggctc cggcaccgac
gaggacttcg ccacctacta ctgccagcag
ggcaccaagc tggaaatcaa gcgt

<210> 104

<211> 324

<212> DNA

<213> Artificial Sequence

<220>

<223> Synthetic; 401.

<400> 104

gacatccaga tgacccagag ccccagcagce
atcacctgtc gggccagcca gcacatcage
ggcaaggccc ccaagctget gatctacgcece
agattcagcg gcagcggctc cggcaccgac
gaggacttcg ccacctacta ctgccagcag
ggcaccaagc tggaaatcaa gegt
<210> 105

<211> 324

<212>. DNA .

<213>  Artificial Sequence
<220>

<223>
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gtgtccgecea
agctggcetgg
gccagcagcc
ttcaccctga

gccaaccggt

11.165 variable light

gtgtccgeca

agctggetgg

‘gccagcagee

ttcaccctga

gccaaccggt

chain nucleotide

gcgtgggega.

cctggtatca-

tgcagagcgg
ccatcagctce

teccectgac

cagagtgécc
gcégaagccc
cgtgcccagce
cctgecagecec

ctttggcgga

chain nucleotide

gcgtéggcga
cctggtatca
tgcagagcgg
ccatéagctc

tceecectgac

cagagtgacc
gcagaagccce
cgtgcccagce

cctgcagecce

ctttggcgga

Synthetic; 401.11.166 variable light chain nuéleotide

240
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120 .
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324
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180
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<400> 105
gacatccaga

atcacctgtc
ggcaaggccc
agattcégcg
gaggacttcg
ggcaccaagc
<210>
<211>

<212>
<213>

106
324
DNA

<220>
<223>

<400> 106
gacatccaga

atcacctgtc
ggcaaggccec
agattcagcg
gaggacttcg
ggcaccaagce
107

324
DNA

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

<220>
<223>

<400> 107
gacatccaga

atcacctgte
ggcaaggccc
agattcagcg
gaggacttcg
ggcaccaagc

<210>
<211>

108
324

tgacccagag
gggccageca
ccaagctgct

gcagcggctc

ccacctacta-

tggaaatcaa

Synthetic; 401.

tgacccagagq
gggccagcca
ccaacctgcet
gcagcggetc
ccacctécté

tggaaatcaa

Synthetic; 401.

tgacccagag
gggccagceca
ccaagctcct
gcagcggcte
ccacctacta

tggaaatcaa

ccccagecage
gcacatcagc
gatctacgcc
cggcaccgac
ctgccagcég

gcgt

‘Artificial Sequence.

-61 -

gtgtcegeca
agctggetgg
gccagcagcce
ttcaccctga

gccaaccggt

11.167 variable light

ccceagecagce

gcacatcage

gatctacgee
cggcaccgac
ctgccagcag

gegt

Artificial Sequence

gtgteccgececa
agctggetgg
gccagcagcece
ttcaccctga

gccaaccggt

11.179 variable light
;

cceceageage
gcacatcagc
gatctacgcc
cggcaccgac
ctgccagcag

gcgg
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gtgtccgeea
agctggcetgg
gccagctcetc
ttcaccctga

gccaaccggt

gcgtgggcga
cctggtatca
tgcagagegg
ccatcagcetc

tcceectgac

PCT/AU2012/001247

cagagtgacc
gcagaagccce
cgtgtccage
cctgcagccec

ctttggcgga

chain nucleotide

gcgtgggega

cctggtatca

tgcagagcgg

!

ccatcagctce

‘tececcctgac

cagagtgacc
gcagaagccce
cgtgeccaage
cctgeagecce

ctttggcgga

chain nucleotide

gcgtgggcga
cctggtatca
tgcagtctgg
ccatcagctc

tcccectgac

cagagtgacc
gcagaagece
cgtgccaagc
éctgcagccc

cttcggegga

'60
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240
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120
180
240
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324
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180
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<212>
<213>

DNA
<220>
<223>

<400> 108
gacatccaga

atcacctgtc
ggcaaggccc
agattcagcg
gaggacttcg
ggcaccaagce
<210> 1098
<211> 324
<212> DNA

<213>

<220>
<223>

<400> 109
gacatccaga:

atcacctgtc
ggcaaggccec
agattcageg
gaggacttcg
ggcaccaagc
<210> 110
<211> 336
<212> DNA

<213>

<220>
<223>

<400> 110
cagactgtgg

acctgtgcett
aaacctggac
cctgcceggt

-~ .

‘cagcctgagg’

Synthetic; 401

tgacccagag
gggccagcca
ccaagctcct
gcagcggctce
ccacctacta

tggaaatcaa

Synthetic; 401

tgacccagag
gggccageca
ccaagctcecet
gcageggcete
ccacctacta

tggaaatcaa

Synthetic; 402

tgactcagga
ccagctctgg
aagcacccceg
tttcaggctc

acgaggctga

-62-

Artificial Sequence

.11.180 variable light

ccccagecage gtgtccogeca
gcacatcagec agctggcetgg
gatctacgcc gecagcetcetce
cggcaccgac ttcaccctga
ctgccagcag gecaaccggt

gcgg

Artificial Sequence -

.11.181 variable light

ccccagcage gtgtccgeca
gcacatcagc agctggctgg
gatctaégcc gccagctctce
cggcaccgac ttcaccctga

ctgccagcag gccaaccggt

gcgg

Artificial Sequence

PCT/AU2012/001247

chain nucleotide

gcgtgggcega
cctggtatca
tgcagtctgg
ccatcagetc

tceccectgac

cagagtgacc
gcagaagccc
cgtgccaage
cctgcagccc

ctteggegga

chain nucleotide

gcgtgggcga
cctggtatca
tgcagtctgg
ccatcagctce

tccecectgac

cagagtgacc
gcagaagccce
cgtgccaagce
cctgecagece

cttcggcgga

.8.45 variable light chain nucleotide -

gcectcactg actgtgtcec
agcagtcagc agtggtaacﬁ
ggcactaqtt tttagtgcga
cctecettggg ggcaaagetg

atattactgc ctgctctact
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caggagggac

ttccaaactg
gcaacaaaca
tcectgacact

ttggtgatac

agtcactctc
gttccagcag
ttcetggacce
gtcaggtgtg

tcaactaggg
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-63 -

gtgttcggcg gagggaccaa ggtgaccgtc ctaggt

<210> 111
<211> 336
<212> ,DNA
<213>

<220>

<223>

<400> 111
cagactgtgg
acctgtgett
aaacctggac
cctgcccggt
cagcctgagg
gtgttcggceg
<210> 112
<211l> 336
<212> DNA
<213>

<220>

<223>

<400> 112
cagactgtgg
acctgtgcett
aaacctggac
cctgeeccggt
cagcctgagg
gtgtteggeg
<210> 113
<211l> 336
<212> DNA
<213>

<220>

<223>

<400> 113

tgactcagga
ccagctetgg
‘aagcaccecceg
tttcaggete
acgaggctga

gagggaccaa

tgactcagga
ccagctctgyg
aagcaccccg
tttcaggcetce
acgaggctga

gagggaccaa

Artificial Sequence

gcectcactg
agcagtcagce
ggcactaatt
cctccttggé
aﬁattactgc

ggtgaccgte

Artificial Sequence

actétgtccc
agtggtaact
tttagtgcga
ggcaaagctg
ctgetctact

ctaggt

’

‘caggagggac
ttccaaactg
gcaacaaaca
tcctgacact

ttggtgatac

gcecteactg actgtgtecc caggagggac

agcagtcagc
ggcactaatt
cctecttggg
atattactéc

ggtgaccgtc

Artificial Sequence

agtggtaact
tttagtgcga
ggcaaagctg
ctgctctact

ctaggt

ttccaaactg
gcaacaaaca
tcctgacact

ttggtgatac

PCT/AU2012/001247

Synthetic; 402.8.53 variable light chain nucleotide

agtcactctce
gttccagcag
ttcctggace
gtcaggtgtg

tcaactaggg

Synthetic; 402.8.60 variable light chain nucleotide

agtcaétctc
gttccagcag
ttectggace
gtcaggtgtg

tcaactaggg

Synthetic; 402.8.84 variable light chain nucleotide

cagactgtgg tgactcagga gccctcactg actgtgtccc caggagggac agtcactctc

acctgtgett ccagctetgg agcagtcagc agtggtaact ttccaaactg gttccagcag
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aaacctggac
cctgeceggt
éagcctgagg
gtgttcggceg
<210>
<211l>

<212>
<213>

114
336
DNA

- <220>
<223>

<400> 114
cagactgtgg

acctgtgett

aaacctggac
cctgeceggt
cagcctgagg
gtgttcggcg
<210>
<211>

<212>
<213>

115
336
DNA

<220>
<223>

. <400>
cagactgtgg

acctgtgett
aaacctggac
cctgecéggt
cagcctgagg
gtgttcggcg
116

303
PRT

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

<220>

115"

aagcaccccg
tttcaggcte
acgaggctga

gagggaccaa

Synthetic; 402

tgactcagga
ccaéctctgg
aagcaccceg
tttcaggcté
acgaggctga

gagggaccaa

Synthetic; 402

tgactcagga
ccagctetgg
aagcaccccg
tttcaggctc
acgaggctga

gagggaccaa

ggcactaatt tttagtgcga gcaacaaaca ttcctggaéc_

-64 -
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cctccttggg ggcaaagctg tcectgacact gtcaggtgtg

atattactgc ctgctctact ttggtgatac tcaactaggg

ggtgaccgtc

1

Artificial Sequence

ctaggt -

.B.86 variable light chain nacleotide

gccctcacﬁg
agcagtcagc
ggcactaatt
ccteecttggg

atattactgce

ggtgaccgtc

Artificial Segquence

actgtgtcecc
agtggtaact
tttagtgcga
ggcaaagctg
ctgctctact

ctaggt

caggagggac

agtcactctce

ttccéaactg gttccagcag

gcaacaaaca
tcctgacact

ttggtgatac

tteectggace

gtcaggtgtg.

tcaactaggg

.8.87 variable light chain nucleotide

gccctcactg
agcagtgagc
ggcéctaatt
cctcctﬁggg
atattactgc

ggtgaccgtce

Artificial Sequence

CANRPorbADCCDXD\674592_1.DOC - 15/10/12 )

actgtgtcec
agtggtaact
tttagtgcga
ggcaaagctg
ctgctctact

ctaggt

caggagggac

ttccaaactg
gcaacaaaca
tcctgacact

ttggtgatac

agtcactcte

gttccagcag

ttcetggace,

gtcaggtgtg

tcaactaggg

180
240
300

336

60
120
180
240
300

336

60
120

180

" 240

300

"336
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<223> Synthetic; human CD1d extracellular domain comstruct
<400> 116
Glu Val Pro Gln Arg Leu Phe Pro Leu Arg Cys Leu Gln Ile Ser Ser

1 5

Phe Ala Asn Ser Ser Trp Thr Arg Thr Asp Gly Leu Ala Trp Leu Gly
20 25 30

Glu Leu Gln Thr His Ser Trp Ser Asn Asp Ser Asp Thr Val Arg Ser
35 40 ' 45

Leu Lys Pro Trp Ser Gln Gly Thr Phe Ser Asp Gln Gln Trp Glu Thr
50 : 55 - 60

Leu Gln His Ile Phe Arg Val Tyr Arg Ser Ser Phe Thr Arg Asp Val
65 70 . ‘ 75 80

Lys Glu Phe Ala Lys Met Leu Arg Leu Ser Tyr Pro Leu Glu Leu Gln
85 ' 90 95

Val Ser Ala Gly Cys Glu Val His Pro Gly Asn Ala Ser Asn Asn Phe
100 ’ 105 . 110

Phe His Val Ala Phe Gln Gly Lys_Asp Ile Leu Ser Phe Gln Gly Thr
115 120 - 125 ’

Ser Txp Glu Pro Thr Gln Glu Ala Pro Leu Trp Val Asn Leu Ala Ile
130 ‘135 140 ‘

Gln Val Leu Asn Gln Asp Lys Trp Thr Arg Glu Thr Val Gln Trp Leu.
145 150 155 ) 160

Leu Asn Gly Thr Cys Pro Gln Phe Val Ser Gly Leu Leu Glu Ser Gly
165 : 170 175

" Lys Ser Glu Leu Lys Lys Gln Val Lys Pro Lys Ala Trp Leu Ser Arg
180 185 . 190

Gly Pro Ser Pro Gly Pro Gly Arg Leu Leu Leu Val Cys His Val. Ser
19S5 200 205

Gly Phe Tyr Pro Lys Pro Val Trp Val Lys Trp Met Arg Gly Glu Gln
210 215 220 . ’

C:NRPortb\DCCADXD\4674592_1.DOC - 15/10/12
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Glu Gln Gln Gly Thr Gln Pro Gly Asp Ile Leu Pro Asn Ala Asp Glu
225 230 . 235 240

Thr Trp Tyr Leu Arg Ala Thr Leu Asp Val Val Ala Gly Glu Ala Ala
245 250 255

Gly Leu Ser Cys Arg Val Lys His Ser Ser Leu Glu Gly Gln Asp Ile
260 265 ) 270

val Leu Tyr Trp Gly Gly Ser Tyr Thr Ser Gly éer Leu val Pro Arg
275 280 , 285

A

Gly Ser Gly Ser Lys Arg Val His His His His His His His His

290 295 300
<210> 117
<211> 305
<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic; murine CD1d extracellular domain construct

<400> 117
Gln Gln Lys‘Asn Tyr Thr Phe Arg Cys Leu Gln Met Ser Ser Phe Ala

1 5 : 10 _ 15

Asn Arg Ser'Trp Ser Arg Thr Asp ‘Ser Val val Trp Leu Gly Asp Leu
: 20 25 30

Gln Thr His Arg Trp Ser Asn Asp Sexr Ala Thr Ile Ser Phe Thr Lys
35 40 45

Pro Trp Ser Gln Gly Lys Leu Ser Asn Gln Gln Trp Glu Lys Leu Gln
S0 ) 55 60

His Met Phe Gln Val Tyr Arg Val Ser Phe Thr Arg Asp Ile Gln Glu
65 70 75 80

Leu Val Lys Met Met Ser Pro Lys Glu Asp Tyr Pro Ile Glu Ile Gln
85 ‘ 90 95

Leu Ser Ala Gly Cys Glu Met Tyr Pro Gly Asn Ala Ser Glu Ser Phe
' 100 105 i 110

Leu His Val Ala Phe Gln Gly Lys Tyr Val Val Arg Phe Trp Gly Thr
115 120 125 :

C:\NRPortb\DCC\DXD\4674592_1.DOC - 15/10/12
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Ser Trp Gln Thr Val Pro Gly Ala Pro Ser Trp Leu Asp Leu Pro Ile
130 . 135 140

Lys Val Leu Asn Ala Asp Gln Gly Thr Ser Ala Thr val Gln Met Leu
145 150 155 160

Leu Asn Asp Thr Cys Pro Leu Phe Val Arg Gly Leu Leu Glu Ala Gly
165 T . 170 175

Lys Ser Asp Leu Glu Lys Gln Glu Lys Pro Val Ala Trp Leu Ser Ser
180 185 190

Val Pro Ser Ser Ala Asp Gly His Arg Gln Leu Val Cys His Val Ser
195 - 200 205

Gly Phe Tyr Pro Lys Pro Val Trp Val Met Trp Met Arg Gly Asp Gln
210 215 220 '

Glu Gln Gln Gly Thr His Arg Gly Asp Phe Leu Pro Asn Ala Asp Glu
. 225 230 235 240

Thr Trp Tyr Leu Gln Ala Thr Leu Asp Val Glu Ala Gly Glu Glu Ala
245 . 250 255

Gly Leu Ala Cys Arg Val Lys His Ser Sef Leu Gly Gly Gln Asp Ilek
260 265 270

Ile Leu'Tyr Trp Asp Ala Arg Gln '‘Ala Pro Val Gly Gly Ser Leu Val
275 280 285

Pro Arg Gly Ser Gly Ser Lys Arg Val His His His His His His His

250 ’ ’ 295 . . 300
His
305
<210> 118
<211>" 303
<212> PRT

<213> Artificial Sequence

<220> .
<223> Synthetic; mCDldhu CD1ld synthetic construct

<400> ‘118

C:\NRPortbRDCC\DXD\4674592_1.DOC - 15/10/12




Gln

Asn

- Gln -

Pro

His
65

‘Leu

Ala

Val

Gln

Leu

145

Asp

Asp

Serx

' Tyr

Gln
225

Gln

Arg

Thr

Trp

50

Met

Val

Gly

Ala

Thr

130

Asn

Thr

Leu

Ser

Pro
210

Gly

Lys
Ser
His
35

Ser
Phe
Lys

Cys

Phe

115

vVal

Ala

Cys

Glu

Ala

195

Lys

Thr

Asn

Trp

20

Arg

Gln

Gln

Met-

Glu

100

Gln

Pro

Asp

Pro

Lys

180

Asp

Pro

His

Tyr

Ser

Trp

Gly

val

Leﬁ

85

Met

Gly

Gly

Gln

Leu

165

Gln

Gly

Val

Arg

Thr

Arg

Ser

Lys
Tyxr
70

Arg
Tyr
Lys
Ala
Gly
150
Phe
Glu
His
Trp

Gly
230

C:ANRPortb\NDCC\DXD\4674592_1.DOC - 15/10/12

Phe
Thr
Asn
Leu
55

Arg
Leu
Pro
Tyr
Pro
135
Thr
val
Lys
Arg
Val

215

Asp

Arg

Asp

Asp

40

Ser

val

Ser

Gly

val

120

Sve be

Ser

Arg

Pro

Gln

200

Met

Phe

Cys

Ser

25

Ser

Asn

Ser

Tyr

Asn

105

Val

Trp

Ala

Gly

Val

185

Leu

Trp

Leu

-68 -

Leu
10

Val
Ala
Gln
Phe
Pro
90

Ala
Arg
Val
Thr
Leu
170
Ala
val

Met

Pro

Gln

val

Thr

Gln

Thr

75

Leu

Ser

Phe

Asn

val

155

Leu

Trp

Cys

Arg

Asn
235

Met
Trp
Ile
Trp
60

Arg
Glu
Glu
Txrp
Leu
140
Gln
Glu
Leu
His
Gly

220

Ala

Ser

Leu

Ser

45

Glu

Asp

Ile

Ser

Gly

125

Ala

Met

Ala

Ser

Val

205

Asp

Asp

Ser
Gly
30

Phe
Lys
Ile
Gln
Phe
110
Thr
Ile
Leu
Gly
Ser
190
Ser

Gln

Glu

PCT/AU2012/001247

Phe
115
Asp
Thr
Leu

Gln

Leu
95

Leu

Ser

Lys

Leu

Ala

Leu

Lys

Gln

.Glu

80

Ser

His

Trp

val

Asn

160

Lys

175

val

Gly

Glu

Thr

Ser

Pro

Phe

Gln

Trp
240




Tyr Leu Gln Ala Thr Leu Asp Val Glu

"Ala Cys Arg Val Lys His Ser Ser Leu

260

Tyr Trp Asp Ala Arg Gln-Ala Pro Val

275

245

280

- 69 -

250

265

Gly Ser Gly Ser Lys Arg Val His His His

290
<210> 119
<211> 305
<212> PRT

295

«213> Artificial Sequence

<220>

Gly Gly Gln

Gly Gly Ser

His His
300

Asp

Leu
285

His

<223> Synthetdic; hCD1dmu CD1d synthetic construct

<400> 119
Glu val Pro Gln
1

Phe Ala Asn Ser
’ 20

Glu Leu Gln Thr
35

Leu Lys Pro Trp
50

Leu Gln His Ile

65

Lys Glu Phe Ala

Leu Gln Val Ser
' 100

. Asn Phe Phe Hisg
115

Gly Thr Ser Trp
130

Arg

Ser

His

Ser

Phe

Lys

85

Ala

val

Glu

Leu

Trp

Serxr

Gln

Arg

70

Met

Gly

Ald

Pro

C:ANRPortb\DCC\DXD\4674592_1.DOC - 15/10/12

Phe
Thr
Txp
Gly
55

val

Met

Cys

Phe

Thr
135

Pro
Aré
Ser
40

Thr
Tyr
Ser
Glu
Gln

120

Gln

Leu Arg
10

Thr Asp
25

Asn Asp
Phe Ser
Arg Ser

Pro Lys
90

{
b

Val His
105

Gly Lys

Glu Ala

Cys Leu

Gly Leu

Ser Asp

Asp Gln
60

‘Ser Phe

75

Glu Asp
Pro Gly
Asp Ile

Ero Leu
140

Gln

Ala

Thr

45

Gln

Thr

Tyxr

Asn

Leu

125

Trp

Ala Gly Glu Glu Ala

Ile
270

val

His

Ile

Trp

30

val

Trp

Arg

Pro

Ala

110

Ser

val

" PCT/AU2012/001247

Gly Leu
255
Ile Leu

Pro Arg

His

Ser Ser
15

Leu Gly
Arg Ser
Glu Thr
Asp Val

80

Ile Glu
95 -
Ser Asn ’

Phe Gln

Asgp Leu
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Pro Ile Gln Val Leu Asn Gln Asp Lys Trp Thr Arg Glu Thr Val Gln
145 150 155 160

Trp Leu Leu Asn Gly Thr Cys Pro Gln Phe Val Ser Gly Leu Leu Glu
: 165 ~ 170 175

Ser Gly Lys Ser Glu Leu Lys Lys Gln Val Lys Pro Lys Ala Trp Leu
180 185 S 190

Ser Arg Gly Pro Ser Pro Gly Pro Gly Arg Leu Leu Leu Val Cys His
195 200 205 :

Val Ser Gly Phe Tyr Pro Lys Pro Val Trp Val Lys Trp Met Arg Gly
210 215 ‘ 220 =

Glu Gln Glu Gln Gln Gly Thr Gln Pro Gly Asp Ile Leu Pro Asn Ala
225 } 230 . . 235 240

Asp Glu Thr Trp Tyr Leu Arg Ala Thr Leu Asp Val Val Ala Gly Glu
245 250 255

Ala Ala Gly Leu Ser Cys Arg Val Lys His Ser Ser Leu Glu Gly Gln
260 265 270 :

B

Asp Ile Val Leu Tyr Trp Gly Gly Ser Tyr Thr Ser Gly Ser Leu Val
275 280 285

Pro Arg Gly Ser Gly Ser Lys Arg Val His His His His His His His

290 © 295 300
His
305
<210> 120
<211> 19
<212> DNA

<213> Artificial Sequence

<220>
<223> Synthetic;: F1

<400> 120
gtgcectgetg tttetgetg ’ 19
<210> 121
<211> 20

C:\NRPortbADCC\DXD\4674592_1.DOC - 15/10/12




<212> DNA

-71-

<213> Artificial Sequence

<220>

<223> Synthetic; R1

<400> 121

tgccctgata ggaagtttge

<210> 122
<211> 6
<212>  PRT

-<213> ° Homo
<400> 122

" Leu Ser Tyr
1 .

<210> 123
<211> 17
<212> PRT
<213> Homo
<400> 123
Gln Gly Thr
1 !

Leu

<210> 124
<211l> 5
<212> PRT
<213> Homo
<400> 124
Agp Tyr Ala
1

<210> 125 -
<211> 5
<212> PRT
- <213> Homo
<400> 125
Gly Tyr Tyr
1

-«210> 126

<211> 15

sapiens

Pro Leu
5

sapiens

Ser Trp
5

sapiens

Met His
5

sapiens

Trp Ser
5

Glu

PCT/AU2012/001247

Glu Pro Thr Gln Glu Ala Pro Leu Trp Val Asn

10

C:\NRPortbNDCC\DXD\4674592_1.DOC - 15/10/12

15




<212> PRT
<213§ Homo

'<400> 126

Asp Met Cys
1

<210> 127
<211> 13
<212> PRT
<213> Homo
<400> 127
Gly Glu Ile
1

<210> 128
<211> 13
<212> PRT
<213> Homo
<400> 128
Gly Glu Ile
1

<210> 129
‘<211> 13
<212> PRT
<213> Homo
<400> 129
Gly Glu Ile
1

<210> 130
<211> 13
<212> ' PRT
<213> Homo
<400> 130
Gly Glu Ile
1

<210> 131
<211> 17
<212> PRT

<213> Homo

<400> 131

PCT/AU2012/001247

-72-

sapiens

Ser Ser Ser Gly Cys Pro Asp Gly Tyr Phe Asp Ser
5 10 15

sapiens

Tyr Asp Phe Trp Asn Ser Tyr Met Asp Val
: 5 v 10

sapiens

Tyr Asp Phe Trp Lys Ser Tyr Met Asp Val
5 10

sapiens

Tyr Asp Phe Trp Lys Ser Tyr Leu Asp Val
S 10

sapiens

Tyr Asp Phe Tyr Asn Ser Tyr Met Asp Val
5 o 10

sapiens

C:WonthC\DXD\4674SQZ_I.DOC - 1511012
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-73.

Thr Ile Ile Trp Asn Ser Ala Ile Ile Gly Tyr Ala Asp Ser Val Lys

1

Gly

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

<400>

5

132

16

PRT

Homo sapiens

132

10 15

Glu Ile Asn His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys Ser

1

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

<400>

5

133

16

PRT

Homo sapiens

133

10 15

Glu Ile Asn Pro Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu lLys Ser

1

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

<400>

5

134

16

PRT

Homo sapiens

134

Glu Ile Asn His Ala

1

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

<400>

5

135

-

PRT

Homo sapiens

135

10 18

Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys Ser
. 10 15

Gly Phe Thr Phe Asp Asp Tyr

1

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

<400>

5

136

7

PRT

Homo sapiens

136

Gly Gly Ser Phe Ser Gly Tyr

C:\NRPortbh\DCC\DXD\674592_1.DOC - 15/10/12




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

<400>

137
6
PRT
Homo

137

Ile Trp Asn

1

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

<400>

"138

5
PRT
Homo

138

Asn His Ser

1

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

<400>

139
5

. PRT

Homo

139

Aasn Pro Ser

1

<210> 140
<211> S
<212> PRT
<213> Homo
<400> - 140
Asn His Ala
1

<210> 141
<211l> 11
<212> PRT
<2135 Homo
<400> 141
Arg Ala.Sei
1 .
<210> 142
<21l1> 14

-74 -

sapiens

Ser Ala Ile
S

sapiens

Gly Ser

sapiens

Gly Ser

.sapiens

Gly Ser .

sapiens

Gln His Ile Ser Ser Trp Leu Ala
5 . 10

C\NRPortbADCCADXD\4674592_1.DOC - 151012
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<212>
<213>

<400>

PRT
Homo

142

Ala Ser Ser

1

<210> 143
<211> 9
<212> PRT
<213> Homo
<400> 143
Gln Gln Ala
1 ‘
<210> 144
<211> 11
<212> PRT
<213> Homo
<400> 144

Leu Leu Tyr

1

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

<400>

145
7
PRT
Homo

145

Ala Ala Ser

1

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

<400>

146
7

- PRT

Homo

146

Ser Ala Ser

1

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

- <400>

147

PRT
Homo

147

PCT/AU2012/001247
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sapiens

Ser Gly Ala Val Ser Ser Gly Asn Phe Pro Asn
5 ’ 10

gsapiens

Asn Arg Phe Pro Leu Thr
5 .

sapiens

Phe Gly Asp Thr Gln Leu Gly Val
5 10

sapiens

Ser Leu Gln Ser
S

sapiens

Asn Lys His Ser
5

sapiens.
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Leu Ser Tyr Pro Leu Glu Leu

1

<210>

<211>
<212>
<213>

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

<220>.

<221>
<222>
<223>

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

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

_.<220>‘
<221>

<222>
<223>

<220>

<221>
<222>
<223>

<220>
<221>
<222>

<2235

<400>

S

148
124
PRT
Homo sapiens

misc feature
(1y..()y
Xaa is Q or E

misc_feature
(6)..(6) .
Xaa is G or E

misc_feature
(13)..(13) .

Xaa is Kor Q

misc_fedture

(91) ..(91)

Xaa is M or T

misc_feature
(100) ..(100)
Xaa is M or L

misc_feature
(104)..(104)
Xaa is S or G

misc_feature
(108} ..(108)
Xaa is D or E

148

-76 -

Xaa Val Gln Leu Val Xaa Ser Gly Gly Gly Leu Val Xaa

1

5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Met His Trp Val Arg Gln Ala

35

40

Ala Thr Ile Ile Trp Asn Ser Ala

C:WRPortbADCC\DXD\4674592_1.00C - 15/10/12

10

Ser Gly Phe Thr Phe
25

Pro Gly Lys Gly Leu
45

Ile Ile Gly Tyr Ala

PCT/AU2012/001247

Pro Gly Arg
15

Asp Asp Tyr
30

Glu Trp Vval

Agp Ser Val




50

'Lys Gly Arg

65

Leu Gln Met

Ala Lys Asp

Ser Trp Gly

115
<210> 149
<211> 108
<212> PRT
<213> Homo
<220>
<221> misc_
<222> (45) .
<223> X is
<220>
<221> misc_
<222> (59).
<223> X is
<400> 149
Asp Ile Gln
1 ;

Asp Arg Val

Leu Ala Trp

35

Tyr Ala Ala

50

Ser Gly Ser

65

Glu Asp Phe

55

Phe Ile Val Ser Arg Asp

Asn Ser Leu Arg

85

Xaa Cys Ser Ser Xaa Gly

100

70

Ala Glu

105

Gln Gly Thr Leu Val Thr

sapiens

feature
. (45)
N or K

feature
. (59)
S or P

Met Thr

Thr Ile

20

Tyr Gln

Ser Ser

Gly Thr

‘Ala Thr

85

Gln

Thr

Gln

Leu

Asp

70

Tyr

C:\NRPortbNDCC\DXD\4674592_1.DOC - 15/10/12

Ser

Cys

Lys

Gln

55

Phe

Tyr

120

Pro

Arg

Pro

40

Ser

Thr

Cys

Ser-.

Ala
25

Giy'

Gly

Leu

Gln

-77 -

60

Asn Ala Lys

75

PCT/AU2012/001247

Asn Ser Leu Tyr

80

Asp Xaa Ala Leu Tyr Tyr Cys -

90

Cys Pro Xaa

Val

Ser

10

Ser

Lys

val

Thr

Gln
90

Ser

val

Gln

Ala

Xaa

Ile

75

Ala

Ser

Ser

His

Pro
Ser
60

Ser

Asn

95

Gly Tyr Phe Asp

Ala
Ile
Xaa
45

Arg
Ser

Arg

110

Ser
Serxr
30

Leu
Phe

Leu

Phe

Val

15

Ser

Leu

Ser

Gln

Pro
95

Gly

Trp

Ile

Gly

Pro

80

Leu
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Thr Phe Gly Gly Gly Thr Lys Leu Glu_Ile Lys Arg

100

<210> 150
<211> 121
<212> PRT

<213> Homo sapiens

<220>

<221> misc_feature
<222> (13)..(13)
<223> X is R or K

<220>

<221> misc_feature
<222> (53)..(53)
<223> X is Hor P

<220>

<221> misc_feature
<222> (54)..(54)
<223> X is S or A

<220> .

<221> misc_feature
<222> (104)..(104)
<223> X is Wor Y

<220>

<221> misc_feature
<222> (105)..(105)
<223> . X is N or K

<220>
<221> misc feature

<222> (108)..(108)
<223> X is M or L

<400> 150
Gln Val Gln Leu Gln Glu

1 5

Thr Leu Ser Leu Thr Cys
20

Tyr Trp Ser Trp Ile Arg
35 '

Gly Glu Ile Asn Xaa Xaa
50

Ser Arg Val Thr Ile Ser

C:\NRPortb\DCC\DXD\4674592_1.DOC - 15/10/12

Ser Gly

Ala Vval

Gln Pro
40

Gly Ser
55

Val Asp

105

Pro

Tyr

25

Pro

Thr

Thr

10

Gly Gly Ser
Gly Lys Gly

Asn Tyr Asn
60

N

Ser Lys Asn

Gly Leu Val Xaa

Phe

Leu
45

Pro

Gln

Pro

Ser

30

Glu

Ser

.Phe

PCT/AU2012/001247

‘Ser Glu

15

Gly Tyr

Trp Ile

Leu Lys

Ser Leu




65

Lys Leu Ser

Arg Gly Glu
Lys Gly Thr
’ 115
<210> , 151
<211> 112
<212> PRT
<213> Homo
<400> 151
Gln Thr Val

1

Thr Val Thr

Asn Phe Pro
35

Leu Ile Phe
50

Ser Gly Ser
65

Gln Pro Glu

Tht Gln Leu
<210> 152
<211> 15
<212> PRT

<213> Homo
<400> 152

Asp Leu Cys
1

Ser val
85

Ile Tyr
100

Thr Val

sapiens

Val Thr
5

Leu Thr
20

Asn Trp
Ser Ala
Leu‘Leu
Asp Glu
‘85

Gly Val
100

sapiens

Ser Ser
5

70

Thr Ala Ala Asp

Asp‘Phe

Xaa

Xaa
105

Thr Val Ser Ser

Gln Glu

Cys Ala

Phe Gln

Ser Asn
55

Gly Gly
70

Ala Glu

Phe Gly

120

Pro

Ser

Gln

40

Lys

Lys

Tyr

Gly

Ser

Sef

25

Lys

His

Ala

Tyr

Gly
105

-79.-

90

75

PCT/AU2012/001247

80

‘'Thr Ala val Tyr Tyr Cys Ala

95

Ser Tyr Xaa Asp Val Trp Gly

Leu
10

Ser
Pfo

Ser

val

Cys
- 90

Thr

Thr
Gly
Gly
Trp
Leu
75

Leu

Lys

val

Ala

Gln

Thr

60

Thr

Leu

Val

Ser

'Val

Ala

45

Pro

Leu

Tyr

Thr

110

Pro Gly Gly

Ser
30

Pro
Ala
Serx

Phe

val
110

15

Ser Gly
Arg Ala
Arg Phe

Gly Vval

80

Gly Asp

Leu Gly

3
Gly Gly Cys Pro Glu Gly Tyr Phe Asp Ser
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., <210> 153

<211> 15
<212> PRT

<213> Homo éapiens
<400> 153

Asp Met Cys Ser Ser Gly Gly Cys Pro Asp Gly Tyr Phe‘Asp_Ser

1 5 ) 10 15
<210> 154

<211> 15

<212> PRT

<213> Homo sapiens
<400> 154 | ,

Asp Met CYs Ser Ser Gly Gly Cys Pro Glu Gly'Tyr Phe Asp Ser

1 S . 10 15
<210> 1855

<211> 13

<212> PRT

<213> Homo sapiens
<400> 155

Gly Glu Ile Tyr Asp Phe Tyr Lys Ser Tyr Leu Asp Val

1 5 10
<210> 156

<211l> 13

<212> PRT

<213> ~ Homo sapiens
<400> 156

Gly Glu Ile Tyr Asp Phe Tyr Lys Ser Tyr Met Asp Val

1 5 10
<210> 157
<211> 335
<212> PRT

<213> Homo sapiens

<400> 157

Met Gly Cys Leu Leu Phe Leu Leu Leu Trp Ala Leéu Leu Gln Ala Trp
1 5 - 10 15

Gly Ser Ala Glu Val Pro Gln Arg Leu Phe Pro Leu Arg Cys Leu Gln
20 25 30 R
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Ile Ser Ser Phe Ala Asn Ser Ser Trp Thr Arg Thr Asp Gly Leu Ala
35 40 45

Trp Leu Gly Glu Leu Gln Thr Hie Ser Trp Ser Asn Asp Ser Asp Thr
50 55 - . 60

Val Arg Ser Leu Lys Pro Trp Ser Gln Gly Thr Phe Ser‘Asp Gln Gln
65 .70 75 80

-

Trp Glu.Thr Leu Gln His Ile Phe Arg Val Tyr Arg Ser Ser Phe Thr
' 85 90 95

Arg Asp Val Lys Glu Phe Ala Lys Met Leu Arg Leu Ser Tyr Pro Leu . ' ’
: 100 : 105 110

Glu Leu Gln Val Ser Ala Gly Cys Glu val His Pro Gly Asn Ala Ser
115 120 125

Asn Asn Phe Phe His Val Ala Phe Gln Gly Lys Asp Ile Leu Ser Phe
130 135 140 :

Gln Gly Thr Ser Trp Glu Pro Thr Gln Glu Ala Pro Leu Trp Val Asn
145 : - 150 155 _ 160

Leu Ala Ile Gln Val Leu Asn Gln Asp Lys Trp Thr Arg Glu Thr Val
165 170 175

Gln Trp Leu Leu Asn Gly Thr Cys Pro Gln Phe val Ser Gly Leu Leu
180 185 . 1s0

Glu Ser Gly Lys Ser Glu Leu Lys Lys Gln Val Lys Pro Lys Ala Trp
195 : 200 205

Leu Ser Arg Gly Pro Ser Pro Gly Pro Gly Arg Leu Leu Leu Val Cys
210 215 220

His Val Ser Gly Phe Tyr Pro Lys Pro Val‘Trp Val Lys Trp Met Arg
225 . 230 235 240

Gly Glu Gln Glu Gln Gln Gly Thr Gln Pro Gly Asp Ile Leu Pro Asn
245 250 : 255

ala Asp Glu Thr Trp Tyr Leu Arg Ala Thr Leu Asp Val Val Ala Gly
260 . 265 270
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Glu Ala Ala

Gln Asp

290

Ile
308

Ala

Phe Thr

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

<400>
Ala Ser

Ser Thr

Phe Pro

Gly
50

Leu Ser

65

Tyr Ile

Lys val
Ala

Prp

Pro
130

Lys

Val:

275

Ile

Leu

Ser

158
330

PRT

Homo
158

Thr

Ser

Glu
35

His

Ser

Cys

Glu

Pro

115

Lys

pe

val

Val

val

Gly Leu Ser Cys

Val Leu Tyr Trp

295

Ala Val Leu Ala

310

Arg Phe
325

Lys Arg

sapiens

Lys Asn Pro Asp

Gly Thr Ala
20

Gly

Pro-Val Thr val

Thr Phe Ala

55

Pro

Thr
70

Val Vval val

Val His

85

Asn Asn

Pro Ser

100

Lys Cys

Glu Leu Leu Gly

Thr Met

135

Asp Leu

'Asp Val Ser His
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Arg Vval
280

Gly Gly
Cys Leu

Glﬁ\Thr

Val Phe

Ala Leu

25

Seg
40

Trp
val

Pro Ser

Lys' Pro

Asp Lys

105

Gly
120

Ile Ser

Leu’

Pro

Glu

Asp
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Lys

Ser

Leu

‘Ser

330

Pro

10

Gly

Asn

Gln

Ser’

Ser

90

Thr

Ser

Arg

Pro

His

Tyr

Phe
315

Tyr

Leu
Cys
Ser
Ser
Ser
75_
Asp
His
Val

Thr

Ser

Thr

300

Leu

Gln

Ala

Leu

cly

Ser

60

Leu

Thr

Thr

Phe

Pro
140

Glu val

Ser’

285

Ser

Leu

Gly

Pro

Val

Ala

45

Gly

Gly

Lys

Cys

Leu
125

‘Glu

Lys

Leu

Met

Ile

val

Ser

Lys
30

Leu

Leu
Thr
Val
Pro
110
Phe

Val

Phe
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val

Leu
335

Ser

15

3

Asp

Thr

Tyr
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Pro

Pro
Thr
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Gly
Leu

Gly
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145 150 155 160

’ Tyr ValyAsp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 » 175

Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr val Leu
) 180 185 190

His Gln Asp.Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220

Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
225 . 230 235 240

Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
: 245 250 255 ’

Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
260 _ 265 ) 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser-Lys Leu Thr Val Asp Lys'Ser Arg Trp Gln Gln 'Gly Asn
290 - 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 . 310 315 320

Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys

325 B 330
<210> 159
<211> 327
<212> PRT

<213> Homo sapiens

<400> 159

Ala Ser Thr Lys Gly Pro Ser val Phe Pro Leu Ala Pro Cys Ser Arg
1 : 5 : 10 15

Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30
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Phe Pro Glu Pro Val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser
: 35 40 ' 45

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Sér Val val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr
65 70 . 75 80

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Ser LYs Tyr Gly Pro Pro Cys Pro Ser Cys Pro Ala Pro
100 105 ' 110

Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
115 120° 125

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
130 135 140

Asp val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp
145 150 158 ) 160

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe
: 165 . 170 178

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp
180 185 190

Trp Leu Asn Gly Lys.Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu
195 200 205

Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
210 215 220 :

Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys
225 230 235 240

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
245 . 250 255

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
260 265 . : 270
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Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
275 280 285 )

Arg Leu Thr Vval Asp Lys Ser BRrg Trp Gln Glu Gly Asn vVal Phe Ser
290 ’ 295 300

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
305 310 315 320

-Leu Ser Leu Ser Leu Gly Lys
325

<210> 160
<211> 327
<212> PRT

<213> Homo sapiens
<400> 160

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg

" Ser Thr Ser Glu.Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pﬁo Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45 T

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser
50 55 . : 60

Leu Ser Ser Val val Thr val Pro Ser Ser Ser Leu Gly Thr Lyé Thr
65 70 75 - 80

Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 ’ - 90 95

Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro
100 v 108 . 110

"Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
115 120 125 .

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val val
130 135 140
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Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp.Tyr Val Asp
145 150 155 160

Gly val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe
165 i 170 175

Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp
180 185 190

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu
195 200 205

Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
210 215 220

Glu Pro Gln Vval TYr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys
225 230 235 : 240

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
‘ 245 250 255

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
260 265 - 270

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
- 275 ) 280 285

Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser
290 295 . 300

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
305 , 310 _ : -~ 315 ’ 320

Leu Ser Leu Ser Leu Gly Lys
‘325

<210> 161
<211> 106
<212> PRT

<213> Homo sapiens
<400> 161

Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
1 5 10 15
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Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr

Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
35 40 ' 45

Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
50 55 60

Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 . 80

His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
’ 85 90 95

val Thr Lys Ser Phe Asn Arg Gly Glu Cys ,
100 105 } .

<210> 162
<211> 105
<212> PRT

<213> Homo sapiens
<400> 162
Gln Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu

1 5 ’ .10 , 15

Glu Leu Gln Ala Asn Lys Ala Thr Leu Val Cys Leu Ile Ser Asp Phe
: 20 25 - 30

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val
35 40 Vo445

Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys Gln Ser Asn Asn Lys
50 55 60 .

Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys Ser
65 ' 70 . 75 - 80

His Arg Ser Tyr Ser Cys Gln Val Thr His Glu Gly Ser Thr Val Glu
85 ’ 90 95

Lys Thr Val Ala Pro Thr Glu Cys Ser
100 , 105
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