<110>

<120>
<1 S0
<1l60> 10
<170>

<210> 1
<211>
<212> DNA
<213> Mus
<400> 1
atggcttggg
atccagttgg
tgcaaggctt
ggaaagggtt
gatgacttca
cagatcaaca
tacggggggt
acacccccat
accctgggat
ggatccctgt
ctgagcagct
gkbgeccace
tgtaagcctt
cccaaggatg
agcaaggatg
gctcagacgc
cccatcatgc
gttt Cocaty
caggtgtaca
tgcatgataa
ccagcggaga
tacagcaagc
gtgttacatg
aaatga

<210> 2

<211> 705
<212> DNA
<213> Mus
<400> 2

atgagtgtgc
gacatccaga
atcacatgtc
ggaaaatctc
aggttcagtg
gaagattttg
ggcaccaagc
tccagtgagce
cccaaagaca
aacagttgga
ttgaccaagg
teaactteac

1386

musculus

tgtggacctt
tgcagtctgg
ctggttatge
taaggtggat
agggacggtt
acctcagaaa
tteotrackty
stgtetatice
gcctggtcaa
ccagcggtgt
cagtgactgt
cggccagcag
gcatatgtac
tgctcaccat
atcccgaggt
aaccccggga
accaggactg
cccecatega
goattecaco
cagactbcht
actacaagaa
tcaatgtgca
agggcctgca

musculus

tcactcaggt
tgactcagtc
gagcaagtgg
ELEaEaELEEE
gcagtggatc
ggacttatta
tggaaatcaa
agttaacatc
tcaatgtcaa
ctgatcagga
acgagtatga
ccattgtcaa
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getatbcotyg
acctgagctg
cttcacagac
gggctggata
THEECCOEEL
tgaagacacg
gggccaaggg
agtggucoct
gggobattte
gcacaccttc
ecoetbccage
caccaaggtg
agtcccagaa
tagtetyaet
ccagttcagc
ggagcagttc
gctcaatggce
gaaaaccatc
tcccaaggag
ccctgaagac
cackbcagoes
gaagagcaac
caaccaccat

ectggcgttyg
tecagectee
gaatgttcac
ggtctatact
aggaacacaa
ctgtcaacat
acgggctgat
tggaggtgcc
gtggaagatt
cagcaaagac
acgacataac
gagcttcaac

atggctgctg
aagaagcctg
tattcaatga
aacactgaga
ttggaaacct
gctacatatt
actctggtca
ggatctgctg
cctgageccag
ccagctgtcc
acctggccca
gacaagaaaa
gtatdatctg
cctaaggtca
tggtttgtag
aacagcactt
aaggagttca
tccaaaacca
cagatggcca
attactgtgg
atcatggaca
tgggaggcag
actgagaaga

cbgebgekgt
chatetgeak
aattatttag
gcaaaaacct
LattEecetaa
ttttggagta
gctgcaccaa
tcagtcgtgt
gatggcagtyg
agcacctaca
agctatacct
aggaatgagt

cccaaagtat
gagagacagt
actgggtgaa
ctggtgagce
crgeeagrtat
tctgtgetag
ctgtetctge
cccaaactaa
tgacagtgac
tgcagtctga
gcgagaccgt
ttgtgeceag
ECtEteéatett
cgtgtgttgt
atgatgtgga
tcecgectcagt
aatgcagggt
aaggcagacc
aggataaagt
agtggcagtg
cagatggctc
gaaatacttt
géetchcdca

ggcttacagg
ctgtgggaga
catggtatca
tagcagatgg
agatcaatag
atccgtggac
CEYCaLTeEr
gcttcttgaa
aacgacaaaa
gcatgagcag
gtgaggccac
gttag
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ccaagcacag
caagatctcc
gcaggctcca
aacatataca
THEECELTEg
acactatgat
agccaaaacg
ctocatggty
etggaactet
cctctacact
cacctgcaac
ggattgtggt
ccccccaaag
ggtagacatc
ggtgcacaca
cagtgaactt
caacagtgca
gaaggctcca
cagtctgacc
gaatgggcag
thaestiogbe
cacctgetet
SLEREEEGOE

tgccagatgt
aactgtcacc
gcagaaacag
TgEgEEated
ectgtageet
gttcggtgga
cttcccecacca
caacttctac
tggcgtecctg
caeccctcacyg
tcacaagaca

<210>
2211
<212>

3
461
BRT

60
120
180
240
300
360
420
480
540
600
660
720
780
840
800
960

1020
1080
1140
1200
1260
1320
1380
1386

60
120
180
240
300
360
420
480
540
600
660
705
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27

<213> Mus musculus
<400> 3
Met Ala Trp Val Trp Thr Leu Leu Phe Leu Met Ala Ala Ala Gln Ser
1 5 10 15
Ile Gln Ala Gln Ile Gln Leu Val Gln Ser Gly Pro Glu Leu Lys Lys
20 25 30
Pro Gly Glu Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ala Phe
38 40 45
Thr Asp Tyr Ser Met Asn Trp Val Lys Gln Ala Pro Gly Lys Gly Leu
50 55 60
Arg Trp Met Gly Trp Ile Asn Thr Glu Thr Gly Glu Pro Thr Tyr Thr
65 70 '] 80
Asp Asp Phe Lys Gly Arg Phe Ala Phe Ser Leu Glu Thr Ser Ala Ser
85 90 95
Thr Ala Phe Leu Gln Ile Asn Asn Leu Arg Asn Glu Asp Thr Ala Thr
100 105 110
Tyr Phe Cys Ala Arg His Tyr Asp Tyr Gly Gly Phe Pro Tyr Trp Gly
115 120 125
Gln Gly Thr Leu Val Thr Val Ser Ala Ala Lys Thr Thr Pro Pro Ser
130 L35 140
Val Tyr Pro Leu Ala Pro Gly Ser Ala Ala Gln Thr Asn Ser Met Val
145 150 153 160
Thr Leu Gly Cys Leu Val Lys Gly Tyr Phe Pro Glu Pro Val Thr Val
165 1749 178
Thr Trp Asn Ser Gly Ser Leu Ser Ser Gly Val His Thr Phe Pro Ala
180 185 1840
Val Leu Gln Ser Asp Leu Tyr Thr Leu Ser Ser Ser Val Thr Val Pro
155 200 205
Ser Ser Thr Trp Pro Ser Glu Thr Val Thr Cys Asn Val Ala His Pro
210 215 220
Ala Ser Ser Thr Lys Val Asp Lys Lys Ile Val Pro Arg Asp Cys Gly
225 230 285 240
Cys Lys Pro Cys Ile Cys Thr Val Pro Glu Val Ser Ser Val Phe Ile
245 250 255
Phe Pro Pro Lys Pro Lys Asp Val Leu Thr TIle Thr Leu Thr Pro Lys
260 265 270
Val Thr Cys Val Val Val Asp Ile Ser Lys Asp Asp Pro Glu Val Gln
275 280 285
Phe Ser Trp Phe Val Asp Asp Val Glu Val His Thr Ala Gln Thr Gln
290 295 300
Pro Arg Glu Glu Gln Phe Asn Ser Thr Phe Arg Ser Val Ser Glu Leu
305 310 315 320
Pro Ile Met His Gln Asp Trp Leu Asn Gly Lys Glu Phe Lys Cys Arg
325 330 338
Val Asn Ser Ala Ala Phe Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
340 345 350
Thr Lys Gly Arg Pro Lys Ala Pro Gln Val Tyr Thr Ile Pro Pro Pro
385 360 365
Lys Glu Gln Met Ala Lys Asp Lys Val Ser Leu Thr Cys Met Ile Thr
370 375 380
Asp Phe Phe Pro Glu Asp Ile Thr Val Glu Trp Gln Trp Asn Gly Gln
385 390 3935 400
Pro Ala Glu Asn Tyr Lys Asn Thr Gln Pro Ile Met Asp Thr Asp Gly
405 410 415
Ser Tyr Phe Val Tyr Ser Lys Leu Asn Val Gln Lys Ser Asn Trp Glu
420 425 430
Ala Gly Asn Thr Phe Thr Cys Ser Val Leu His Glu Gly Leu His Asn
435 440 445
His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly Lys
450 455 460



<210> 4

<211> 234
<212> PRT
<213> Mus
<400> 4
Met Ser
i,

Gly

Val

Ala Arg

Ala val
45

Asn

Ser
Val His
50
Gln Leu
65

Arg

Leu

Phe Ser

Ser Leu Gln
Bre
115

Ala

Ser Asn

Ala Asp
130
Leu Thr Ser
145
Pro

Lys Asp

Asn Gly Val
Met
185

Ser

Tyr Ber
Asn
210
Val

His

Ile
225

Lys

<210> b5

<211> 717
<212> DNA
<213> Mus
<400> b5

atgggcatca
ggtgttgatg
gacagggtca
cagcagaaac
ggagtcactg
aatgtgcagt
acgttcggtt
Shelcimisiclo:To:
aacaacttct
aatggogtec
agcaccctca
actcacaaga

<210> 6
<211> 238
<212> PRT
<213> Mus
<400> 6

musculus

Thy
5
Asp

Leu

Cys
20
Gly Glu

Tyr Leu

Val Tyr
Ser
85

Glu

Gly

Pro
100
Trp The

Ala Pro

Gly Gly

Gln
L1&
Thr
Ala
Thr
70

Gly
Asp
Phe

Thr

Ala

Val Leu

Gln Met

Val Thr
40
Trp Tyr

Ala Lys

Ser Gly

Phe Gly

Gly Gly
120
Val Ser
138

Ser Val

150

Ile Asn
165
Leu Asn
180

Ser Ser

Tyr Thr

Ser Phe

Val
SEE
Thr
Cys

Asn

Iiye BEP

TEp THE
Thr
200
Ala

Leu

Glu
215

Arg Asn

230

musculus

agatggagtc
gagacattgt
gogecaectyg
cagggcaatc
abtdgettdac
ctgaagactt
cggggacaaa
catccagtga
accccaaaga
tgaacagttg
cgttgaccaa
cateaaetbc

musculus

acagactcag
gatgacccag
caaggccagt
tcctaaagca
aggcagtgga
ggcagagtat
gttggaaata
gcagttaaca
catcaatgte
gactgatcag
ggacgagtat
aceeabtgte

27

Ala Leu Leu
10

Thr Gln

25

Ile

Ser

Thr Eys

Gln Gln Lys

i Ala
15
DL

Leu
Thr Gln
90
Thr Tyr
105

Gly

ke

Thr Lys

Ile Phe Pro

val Phe
155

Asp

Cys

Ile
170
Gln

Lys

Asp
185
Leu

Asp

Thr Lys

Thr His Lys

Glu Cys

gbetttgtak
tctcaaaagt
cagaatgtgg
chgatttaek
tctgggacag
etEetgteags
aaacgggctg
tctggaggtg
aagtggaaga
gacagcaaag
gaacgacata
aagagcttca

Leu Leu Trp

Ala Ser
30

Ser

PES

Ala
45
Gly

Arg

Gln
60
Asp

Lys

Gly val

Ser Leu Lys

Gln His
110
Ile

Cys

Glu
125
Ser

Leu

Pro Ser

140

Leu Asn Asn

Gly Ser Glu

Ser Lys Asp
190
Glu Tyr
205

Ser

Asp

s
220

i

acatgttgct
tocatgtccac
gttcteatbght
cggeakecta
atttdactbet
aatataacag
atgctgcacc
CETEagrogt
ttgatggcag
acagcaccta
acagctatac
acaggaatga

PCT/AU2014/000999

Leu Thr
15
Leu Ser

Gly Asn

Ser Pro

Ser
80
Asn

Bro

Ils
95
Phe Trp

Lys Arg

Glu Gln

Phe Tyr
160
Arg Gln
175
Se¥r The

Glu Arg

Ser Pro

gtggttgtct
atcaatagga
agcctggttt
ccggtacagc
caccatcaac
TEELEEaTEE
aactgtatcc
gtgettcttg
tgaacgacaa
cagcatgagc
ctgtgaggcc
gtgttag

60
120
180
240
300
360
420
480
540
600
660
2L



Met
1
Leu

Gly 1Ile

Trp Leu

Phe Met
eis)
Gln

Lys

Ala Ser

50

Gly Gln Ser

65
Gly

Val Thr

Leu Thr Ile

Gln Gln Tyr

115

Glu Ile Lys
130

Ser Ser Glu

145

Asn

Asn Phe

Ser Glu Arg
Ser
195

Glu

Lys Asp

Glu Tyr
210
Th#

Ser Ser

225

<210 Y

<211> 1404
<212> DNA
<2135
L2 2
ER T
<400> 7

atggcttggg
attcagctgg
tgcaaggcca
ggcaagggcc
gacgatttca
cagatcaaca
tatggcggct
aagggcccat
gctctgggcet
ggcgccctga
agcctgtcca
aacgtgaatc
gataagaccc
tLoctgttte
tgcgtggtygg
ggcgtggagyg
cgggtggtgt
tgcaaggtga
ggccagecte
aaccaggtgt
tgggagtcca
gatfgcteErt

Lys Met

ser
20
Ser

Gly
Thr

Asn Val

Pro Lys

Asp Arg
85

Asn Asn
100
Asn Ser

Arg Ala

Gln Leu

Glu
Val
Ser
Gly
Ala
70

Phe
Val
Phe
Asp

The

Ser Gln

Asp Gly

Ile Gly
40
Ser His
55
Leu Ile

Thr Gly

Gln Ser
Phe
120
Ala

Pro

Ala
135

Ser Gly

150

Bra
165
Asn

Tyr

Gln
180
Thr Tyr

Arg His

Pro Ile

Lys
Gly
Ser
Asn

Val

Asp Ile

Val Leu

Met Ser
200
Ser TyrE
213

Lys Ser

230

tgtggacact
tccagagcgg
gcggctacgc
tgaggtggat
agggccggtt
atctgagaaa
tteettatibg
eegbtgtibcs
gtctggtgaa
cctecggagt
gcgtggtgac
acaagccatc
atacatgccc
cacccaagcc
tggacgtgtc
tgcataatgc
ctgtgetgac
gcaataaggc
gggagccaca
ctdtgacaty
atggccagcc
EetttEtgta

Artificial Sequence

gctgttcctg
tcccgagetg
tttcacagac
gggctggate
cgetbbttce
cgaggacacc
gggccagggce
actggetceee
ggattacttc
gcatacattt
EytgEtEeet
caatacaaag
eSSl UrEoL
taaggacacc
ccacgaggat
taagaccaag
agtgctgcac
ectgceeget
ggtgtacaca
tctggtgaag
agagaacaat
ttecaagety

4/7

Thr Gln
10

Ile

Val
Asp Val
25

Asp

Arg Val

Val Ala Trp
Ala
15

Ser

TYE S5&F

Ser Gly
90
Glu Asp
165

i

Leu

Phe Gly

Pro Thr Val

Ala Ser
1556

Lys

Gly

Val
170
Ser

Asn

Asn
185
Ser

Trp

Thr Leu

Thr Cys Glu

Phe Asn Arg

235

Chimeric Antibody Sequence

atggctgctg
aagaagccag
tattctatga
aataccgaga
ctggagacct
gccacatact
accctggtga
tcttccaaga
ccagagcceg
EEEgEEg Ly E
tccagcctgg
gtggacaaga
gctccagagce
ctgatgatct
cctgaggtga
cctagggagg

caggactggc
cctatcgaga

chgecteean
gactatate
tacaagacca
accgtggata

Phe Val Tyr

Thr Gln
30
Thr

Met

Val
45
Gln

Ser

Phe
60
Ser

Gln

TvE Ay

Gly Thr Asp

Ala Glu Tyr

110

Ser Gly Thr

125
Ser Ile Phe
140
Val

Val Cys

Trp Lys Ile

Thr Gln
190
Thr

Asp
Thr Leu
205
Ala Thr
220

Asn

His

Glu Cys

cccagagtat
gcgagaccgt
actgggtgaa
caggcgagcc
ctgeetbooac
toctgegctag
cagtgtccag
geaeekebgy
tgacagtgtc
tgcagagctc
gcacccagac
aggtggagcc
tgctgggagg
ctaggacccc
agttcaactg
agcagtacaa
tgaacggcaa
agaceahete
gcagagacga
cttetgatat
e-{alolafcicistotm

agagcaggtg

PCT/AU2014/000999

Met
TS
Ser

Leu
Gln
Cys Lys
Lys Pro
Ser

80
R 0

TyE

Phe
95
Phe Cys

Lys Leu

Pro Pro

Phe Leu
160
Asp Gly
175
Asp Ser

Lys Asp

Lys Thr

tcaggctcag
gaagatctcc
gcaggcccca
cacctacaca
agcttttctg
gcactacgat
cgectotace
cggcacagcc
ttggaactcc
TggeEtgtas
atatatctgc
caagagctgt
acctagcgtyg
cgaggtgaca
gtacgtggat
cagcacctat
ggagtataag
taaggccaag
gctgaccaag
cgctgtggag
gctggacagc
gcagcagggce

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320



347
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aacgtgttct cctgtagcgt gatgcacgag gcactgcaca accactacac tcagaaatcc
ctgtccctgt cacctggcaa atga

<210> 8

<211> 7708
<212> DNA
£21.3>
<220>
£223%
<400> 8

atgagcgtgce
gacatccaga
atcacctgea
ggcaagtccc
aggttctctg
gaggattttg
ggcaccaagc
agcgacgagc
cctoegggagy
gagagcgtga
ctgtccaagg
ctgtcaagtec

<210> 9

<211> 467
<212> PRT
£21.35
<220>
L2235
<400> 9
Met Ala
1

Ile

Trp

Gln Ala

Glu
55
PYE

Fre Gly

Thr Asp

50
Trp

Arg Met

65
Asp

Asp Phe

Thr Ala Phe

Tyr Phe Cys

115

Gln Gly Thr
130

Val Phe

145

Ala

Pro

Leu Gly

Ser Trp Asn

vVal Gln
185
Ser

Leu

Ser
210
PE®

BEro

Lys SeH

425

Chimeric

tgacccaggt
tgacccagtc
gagcctectgg
cacagctgct
gctcecggcag
gcacctacta
tggagatcaa
agctgaagtc
ccaaggtgca
cagagcagga
ccgactacga
cagtcacaaa

Val Trp
5
Gln Ile
20
Thr Val

Ser Met

Gly Trp
Gly
85

Gln

Lys

Leu
100
Ala Arg

Leu Val

Leu Ala

Hids s
Gln
Lys
Asn
Ile
70

Arg
Tle
His
Hidnk

Pro

Artificial Seqguence

gctggccctg
cectgoctct
caacgtgcac
ggtgtacaca
cggcacacag
ttgccagcat
gaggacagtg
tggcaccget
gtggaaggtyg
ctctaaggat
gaagcacaag
gtesttcaat

Artificial Sequence

Leu Leu

Leu Val

Ile Ser
40
Trp Val
55
Asn Thr

Phe Ala

Asn Asn

Tyr Asp
120
Val Ser
135

Ser Seér

150

Leu
165
Gly

Cys

Ser
180
Ser Ser

Ser Leu

Asn Thr

Val
Ala
Gly
Gly

Lys

Lys Asp

Leu Thr

Leu Tyr
200
Thr Gln
212

Val Asp

230

Chimeric Antibody Sequence

eCgotgetgt
ctgtocgeca
aattacctgg
gccaagaccc
tatagcctga
Ebetggteta
godgcteget
| R oislo isaio ias | &
gataacgctc
tecacetata
gtgtatgctt
aggggggaat

Antibody Sequence

Phe Leu Met
10

Gln Ser

25

Cys

Gly

Lys Ala

Lys Gln Ala

Glu Thr Gly

15

Phe Ser Leu
90

Leu Arg Asn

105

Tyr

Gly Gly

Ser Ala Ser
TR
155

Pro

Lys Ser
Phe
170
Gly

Tyr
Ser Val
185
Ser

Leu Ser

Thr Tyr Ile
Val

23b

Lys Lys

ggctgaccgyg
gcgtgggcega
cttggtatca
tggctgacgg
agatcaactc
atccatggac
cegtgttcat
gcctgectgaa
tgcagtctgg
geetgteeayg
gtgaggtcac
gctga

Ala Ala Ala

Glu Leu
30

Tyr

BEo

Ser Gly
PEo
60

Glu

Gly Lys

Pro Thr

Glu Thr Ser

Glu Thr
110

Tyr

Asp
Phe Pro
125
Thr Lys
140

Ser

Gly

Gly Gly

Glu Pro Val

Thr Phe
190

Val

His

vVal
205
Asn

Ser

Cys Val

220

Glu Pro Lys

agcccgttge
gaccgtgaca
gcagaagcag
cgtgcccagc
tebtgcagectk
atttggcggc
dEiiddaedt
caattictae
caattecccag
cagatgaes
tcaccagggg

Gln
15
Lys

Ser
Lys
Ala Phe
Gly Leu
it <

80
Ser

TYE

Ala
95
Ala Thr

Trp Gly

Pro Ser

Thr Ala
160
Thr Val
175
Pro Ala

Thr Val

Asn His

Ser Cys

240

1380
1404

60
120
180
240
300
360
420
480
540
600
660
705
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Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly
245 250 255
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
260 265 279
Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His
275 280 285
Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val
290 285 300
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr
305 310 315 320
Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly
325 330 385
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile
340 345 350
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
358 360 365
Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser
370 375 380
Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
385 390 395 400
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
405 410 415
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val
420 425 430
Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met
435 440 445
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
450 455 460
Pro Gly Lys
465

<210 10

<211 234

<212> PRT

<213> BArtificial Sequence

<220>

<223> Chimeric Antibody Sequence

<400> 10

Met Ser Val Leu Thr Gln Val Leu Ala Leu Leu Leu Leu Trp Leu Thr

1 5 10 15

Gly Ala Arg Cys Asp Ile Gln Met Thr Gln Ser Pro Ala Ser Leu Ser

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

Gln Leu Leu Val Tyr Thr Ala Lys Thr Leu Ala Asp Gly Val Pro Ser

65 70 78 80

Arg Phe Ser Gly Ser Gly Ser Gly Thr Gln Tyr Ser Leu Lys Ile Asn
85 90 95

Ser Leu Gln Pro Glu Asp Phe Gly Thr Tyr Tyr Cys Gln His Phe Trp

100 105 118
Ser Asn Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Arg
115 120 125
Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
130 135 140

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

145 150 155 160

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



Gly
Tyr
His

Val
225

Asn
Ser
Lys

210
The

Ser
Leu
195
Val

Lys

Gln Glu
180
Ser Ser

Tyr Ala

Ser Phe

ser
Thr
Cys

Asn
230

Val
Leu
Glu

215
Arg

Thr
iRl
200
Val

Gly

Glu
185
Leu

Thr

Glu

T

Gln
ser
His

Cvs

Asp Ser Lys Asp
190
Lys Ala Asp Tyr
205
Gln Gly Leu Ser
220

PCT/AU2014/000999

Ser Thr
Glu Lys

Ser Pro



