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44

PatentIn version

i
211
PRT
Homo

1

Met Lys Leu
i

Ala

Ala

Ser

Met

65

Lys

Ala

Gly

Asp

Cys

145

LYS

ser

Glu

ASp

50

ASp

Gln

Ala

Lys

Leu

130

Ser

Asn

Ala

Asp

35

Ser

Phe

Met

Asn

Asnh

115

Gly

Gly

Lett

sapiens

Trp

Phe
20

Arg

Asn.

Ile

Ala

Pro

100

Arg

Leu

Ser

Ser

AsSp
5
Pro
ser
Met
Gin
val
85
Glu
Gly
Gly

Cys

Arg

vat

l.eu

Leu

Pro

Ala

70

teu

Asn

Cys

Tyr

150

AsSh

3.5

vai

Pro

Gly

Glu

55

Thy

Pro

ser

val

Giu

135

Ala

Arg

Ala

ATa

Arg

40

Asp

Ile

Arg

Arg

Leu

120

Thy

Ala

Arg

va'l

Cys Leu

10

Giy
25

Arg
Tyr
Lys
Arg
Gly
Thr
Lys

Glu

Leu

Lys Arg

Arg Ala

Pro Asp

Arg Leu.

75

Glu Arg’

90

Lys Gly
Ala Ile
_§1u Glu
Thr Thr

155

val ser

vai

Pro

Pro

Gin

60

Lys

Asn

Arg

His

Leu

140

Tyr

Asp

Page 1

Leu

Pro

rhe

45

Phe

Arg

Arg

Arg

Leu

125

Ile

AsSp

LyS

teu

Glu

30

Ala

AsSp

Ser

Gln

Gly

AsSn

Phe

Lys

val

His

is

Ala

ieu

AsSp

Pro

Ala

95

Gln

val

Arg

Ite

Gly

Thr

Pro

Ser

val

ASD

30

Ala

Arg

Thr

Tyr

Ley

160

Glin



165

X19073PCTParallelseqghisting28reb20125T25
170 175

ATa Cys Cys Arg Pro Ile Ala Phe Asp Asp Asp Leu Ser Phe Leu Asp
180 185 190

Asp Asn Leu val Tyr His Ile Leu Arg Lys His Ser Ala Lys Arg Cys
195 200 205

Gly Cys Ile
210

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

2
633
DNA
Homo

<4Q0> 2
atgaagctgt

ccactgecag
cggagggecce
ttcgacgacg
aagcagatgg
gagaattcca
accgecatece
atcttcaggt
aagaacctga
ceccatcgect
aggaagcaca
<210> 3

<211l> 134
<212> PRT
<213>  Homo

<400> 3

Ser Pro Asp Lys Gin Met Ala val Leu Pro Arg Arg Glu Arg
1 5 10

Gin Ala Ala Ala Ala Asnh Pro Giu Asn Ser Arg Gly Lys Gly
25

Gly GlIn grg Gly Lys Asn Arg Géy Cys val Leu Thr
5 4

sapiens

gggacgrggt

.ccggeaagag

cattcgeect
tcatggactt
ccgtgctgec
ggggcaagygy
acctgaacgt
actgcagcgg
gcaggaacag
tcgacgacga

gcgecaagag

sapiens

20

ggcegrgtgc
acccccagag
gagcagcgac
catccaggcc
caggcaggag
cagaaggogt
gaccgaccty
cagctgegac
gcggetggte
cctgagettc

atgeggetge

crggtgerge
gceocageeg
agcaacatgc
accatcaaga
aggaacaggc
caacggdgcea
ggcctggget
geegeegaga
tccgacaagg
ctggacgaca

atc

tgcacaccge
aggacagaag
cagaggacta
ggctgaagag
aggcegeege
agaacagggg
acgagaccaa
ccacctacga

tgggccagygce
acctggtgta

30

45

Page 2

Ala Tle

cagcgettte
cctgggcagg
ccccgaccag
gtcacccgac
cgccaaccca
ctgegtgety
ggaggagcty
caagatecty
ctgctgagy

ccacatcctg

Asn Arg
15

Arg Arg

His Leu

60
120
180
240
300
360
420
480
540
600
633



ASN

Phe

65

Lys

val

Phe

i.ys

val Thr
50

Arg Tyr

Ile Leu

Gly GlIn

Leu Asp

115

Arg Cys
130

<23i0> 4
<Z2i1> 19
<Z212> PRT
<213> - Homo

<400> 4

Met
1

Ala

Lys Leu

ser Ala

<210> 5
<21]1> 58
<212> PRT
<213> Homo

<400=> &

Phe

1

Arg

Asn

Ile

Pro Leu

Ser Leu

Met Pro

35

Gln Ala

<210> ©

Asp lLeu

Cys Ser

Lys Ash
85

Ala Cys
100

ASp Asn

Gly Cvs

sapiens

Trp Asp
5

sapiens

Pro Ala
5

Gly Arg

20

Glu Asp

Thr Ile

X12073PCTParallelseqLlisting28Feh20125725
Gly Leu Gly Tyr Glu Thr Lys Giu Glu Leu Ile
55 60

Gly Ser Cys Asp Ala Ala Glu Thy Thr Tyr Asp

70 7 80

Leu ser Arg Asn Arg Arg teu val Ser Asp Lys
90 95

Cys Arg Pro Ile Ala Phe Asp Asp Asp Leu Ser
105 110

Leu va'l Tyr His Ile Leu Arg Lys His Ser Ala
120 125

Ile

val val Ala val Cys teu val Leu teu His Thr
10

Gly Lys Arg Pro Pro Glu Ala Pro Ala Glu Asp
1 15
Arg Arg Ala Pro Phe Ala Leu Ser ggr Asp ser
Tyr Pro Asp Gin Phe Asp Asp val Met Asp Phe
40 45

Lys Agg Lel Lys Arg
5

Page 3



<21l>
<212>
<213>

<220>
<223>

<400>

46
DNA

X19073pPCTParaiielSeql.isting28Feb20125T25

Artificial Seguence

synthetic Construct

6

tatacataty cgtggacaac gtggraaaaa ccgryggttgt grtgctg

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

<220>
<223>

<400

7
40
DINA

Artificial sequence

Synthetic Construct

7

ggtgetcgag ttattaaatg cagccgeaac gtrtcgeget

<210>
<211>
<212>
<213>
<400>

Arg Gly
1

Leu Asn
Ile Phe
AsSp Lys
Lys val
65

Ser Phe

Ata Lvys

<210>
<21l>
<212>
<213>

8
103
PRT
Homo

8

Gln

val

Arg

35

Ile

Gly

Leu

Arg

9
103
PRT

sapiens

Arg

Thr

20

TYr

Leu

Gly
5

ASD
Cys
Lys
Ala
ASp

85

Gly

Lys

L.eu

Ser

Asn

Cys

70

ASN

cys

ASN

Gly

Gly

Leu

55

Cys

Leu

Artificial sequence

Arg

Leu

ser

40

sar

Arg

val

Gly

Gly

25

Cys

Arg

Pro

Ty

Cys val Leu

10

Fyr Glu Thr

Asp Ala Ala

Asn Arg Arg

60

Ile Ala Phe

75

His Ile Leu

90

Page 4

Thr

Lys

Glu

45

teu

ASD

Arg

Ala

Glu

30

Thr

vai

ASP

Lys

Ile

15

Glu

Thr

Ser

ASp

His
G5

His

Leu

Ty s

ASp

Leu

80

ser



x19073pcTParallelseqglListing28Feb20125T25

<220 _
<223> Synthetic Construct

<400> 9
arg Gly Gin Arg Gly Lys GIn Arg
i 5

Leu Asn val Thr Asp Leu Gly Leu
20

Ile phe Arg Tyr Cys Ser Gly ser
35 40

ASD Lys Ile Leu Lys Asn Leu Ser
5C 55

Lys val Gly Gln Ala Cys Cys Arg
65 70

Ser Phe Leu Asp Asp Asn Leu val
85

Ala Lys Arg Cys Gly Cys Ile

100
<210> 10
<211> 309
<212> DNA
<213> Artificial Sequence
<220>
<223> Ssynthetic Construct
<400> 10 _
aggggtcaac ggggcaagca gaggggetge
gacctgggec tgggctacga gaccaaggag
tgCgacgocg ccgagaccac ctacgacaag
ctggtctccg agaaggtggg ccaggectge
agcttectgy acgacaacct ggtgtaccac
ggctgeatc
<210> 11
<211> 211
<212> PRT

<213> Artificial seguence

<220>
<223> Synthetic Construct

Gly

Gly

25

Cys

Arg

Pro

Tyr

Cys va'l

10

Tyr Glu

Asp Ala

Asn Arg

ITe Ala

73

His Ile

90

gtgctgaccg

gagctgatct

atcctgaaga

tgcaggceca

atcctgagga

Leu Thr Ala Ile His
15

Thr Lys Glu Glu Leu
30

Ala Glu Thr Thr Tyr
45

Arg Leu val ser Glu
60

Phe Asp Asp Asp Leu
80

Leu Arg Lys His ser
95

ccatccacct gaacgrgacc
tcaggtactyg cageggcage
accrgagcag gaacaggcgg
tcgeettcga cgacgacctyg

agcacagege caagagatgc

Page 5

60
120
180
240
300
308



<400>

11

Met Lys Leu
1

Ala

Ala

ser

Met

65

LYS

Ala

Gly

Asp

Lys

Ala

Asp

Gly

Ser

Glu

ASD

50

ASp

Gln

Ala

LY$S

Leu

136

ser

ASDH

Cys

Asn

Cys
210

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

Ala

ASp

35

ser

Fhe

Mat

Asn

Gln

115

Gly

Gly

Leu

Cys

Leu

195

Ite

12
103
PRT

Trp

Phe

20

Arg

ASnN

Ile

Ala

Pro

100

Arg

Leu

sSer

Ser

Asp
5
Pro
ser
Met
Glin
val
85
Glu
Gly
Gly
Cys
Arg

Pro

Tyr

x19073rCTraralle’lseqrListing28Freb20125T25

val val Ala val Cys Leu val teu Leu His Thr
10

Leu

Leu

Pro

Ala

70

Leu

Asn

Cys

Tyr

Iie

His

Pro

Gly

Glu

55

Thr

Pro

ser

val

Glu

135

Ala

Arg

Ala

Ile

Artificial Seguence

Ala

Arg

40

ASp

Ite

Arg

Arg

Ley

120

Thr

Ala

APG

Phe

Leu
200

Gly

25

Arg

Tyr

LYS

Arg

LYysS

Glu

e

Asp

185

Arg

LysS

Arg

Pro

Arg

Gliu

80

LYS

Ala

Giu

Thr

val

170

Asp

Lys

Arg

Ala

ASD

Leu

75

Arg

Gly

Tie

Glu

Thr

155

Ser

ASp

His

Pro

Pro

Gin

60

LYS

Asn

Arg

His

Leu

140

Tyr

Glu

Leu

Ser

Page &

Pro

Phe

45

Phe

Arg

Arg

Arg

Leu

125

Ile

Asp

Lys

sar

Ala
205

Glu

30

Ala

ASD

Ser

Gin

Gly

110

ASH

Phe

LYS

val

Phe

190

Lys

Ala

Leu

ASD

Pro

Ala

95

Gin

va'l

Arg

Arg

Pro

Ser

vat

Asp

80

Ala

Arg

Thr

Tyr

Leu

160

Glin

ASp

cys



<220>
<223>

<400> 12

Arg Gly Gin
1

Leu Asn val

Ile Phe Arg

35

Asp Lys Ile

val Gly

Phe Leu

Ala Lys Arg

«<210>
<211>
<212>
<213>

<220>
<223>

<400> 13
atgaagctgt

13
633
DNA

ccactgeeag
cggagggeec
ttcgacgacy
aagcagatag
gagaatteca
accgeeatec
atcttcaggt
gecaacctga
cccatcgect

aggaagcaca

Arg Gly Lys
5

Thr
20

ASD

Tyr Cys

Leu Ala

Gin Ala

ASp ASp

85

Cys

Gly
100

gggacgtggt
ccggcaagag
cattcgeect
tcatggactt
ccgtgetgee
ggggcaagdg
acctgaacgt
actgcagegg
gcaagaacaa
tcgacgacga

gcgecaagag

Leu

ser

ASh

Cys

70

AsSh

cys

Synthetic Construct

Gln Arg

Ley

Gly

Ser
40

Gly

Ley ser

55

Cys Arg

val

Leu

Iie

artificial sequence

Synthetic Construct

ggcegtgtge
acccccagag
gagcagcgac
catccaggec
caggegagag
cagaaggggt
gaccgacctg
cagctgegac
gcggetggtc
cctgagettc

atgcggctge

Gly Cys val

i0

Gly Tyr Glu
25

Cys Asp Ala

Lys Asn Lys

Ala
75

Pro Ile

His Ile

Q0

Tyr

ctggtgetge
gceecagecy
agcaacatge
accatcaaga
aggaacaggc
caacggggea
ggccrggget
gccgeegaga
tccgagaagg
ctggacgaca

atc

Leu Thr

Thr Lys

30

Glu
45

Ala

Arg Leu

60

Phe Asp

Leu Arg

tgcacaccge
aggacagaag
cagaggacta
ggctgaagag

aggcegeege

-agcagaggoda

acgagaccaa
ccacctacga

tgggccaggce
acctggtgta

Page 7

Ala

Glu

Thr

val

ASD

Lys

X19073prCTrRarallelseqiisting28reb20125725

Ile His

15

Glu Leu

Thr Tyr
Glu

Ser

Leu
80

Asp

His Ser

95

cagcgetrtc
¢etgggcagy
cceegaccag
gtcacccgac
cgcecaaccea
ctgcgtgetyg
ggaggagcty
caagatccty
ctgctgeagy

ccacatcctyg

60
120
180
240
300
360
420
480
540
600
633



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

<220
<223>

<400>

14
211
PRY

X19073pCTParalielseqrListing28Feb20125725

Artificial seguence

synthetic Construct

14

Met Lys Leu
i

Ala

Ala

ser

Met

65

Lys

Ala

Gy

ASp

Cys
145

Asp

Ser
Glu
ASp
50

Asp
Gin
Ala
Lys
Leu

130

Ser

Cys

Asn

Ala

ASD

35

ser

Phe

Met

Asn

Gln

115

Gly

Gly

L.eu

Ccys

Leu
195

Trp

phe

20

Arg

Asn

Ile

Ala

Pro

100

Arg

Leu

ser

Asp val val
5

Pro

Ser

Met

Gln

val

85

Glu

Gly

Gly

Tyr

Leu

Leu

Pro

Ata

76

L.eu

AsSn

Cys

TYr

ASp
150

His

Pro

Gly

Glu

55

Thr

Pro

Ser

val

Glu

135

Ala

Ile

Ala

Ala

Arg

40

ASp

Ile

Arg

Arg

Leu

120

Thr

Ala

Arg

Phe

Leu
200

val

Gly

25

Arg

Tyr

Lys

Arg

Lys

Glu

Leu

ASD

185

Arg

Cys
10

LYS
Arg
Pro
Arg
Glu
90

Lys
Ala
Glu
Thr
val

170

ASp

Leu

Arg

Ala

Asp

Leu

75

Arg

Gly

Ile

Glu

Thr

ASp

val

Pro

Pro

Gln

60

LyS

Asn

Arg

His

Leu

146

Tyr

clu

Ley

Lys His ser

Page §

l.eu

Pro

Phe

45

Phe

Arg

Arg

ATg

Leu

125

Tle

ASD

LYS

Ser

Ala
205

l.eu

Glu

30

Ala

ASp

Ser

Gin

Gly

Asn

Phe

Lys

val

Phe

190

Lys

His

15

Ala

Leu

ASD

Pro

Ala

95

val

Arg

Arg

Thr

Pro

Ser

val

Asp

80

Ala

Arg

Thr

Tyr

Leu

150

ASp

Cys



Gly Cys Ile

210
<210> 15
<211> 103
<212> PRT
<213> artificial Seguence
<220>
<223> synthetic Construct
<400> 15
grg Gly Gln Arg g?y Lys Gln Arg
teu Asn val ;gr Asp Leu Gly Leu
I7e Phe Arg Tyr Cys Ser Gly ser

35 40

Asp iys Ile Leu Ala Asn Leu Ser

50 55
Lys val Gly Gln Ala Cys Cys Arg
65 70
Ser Phe Leu Asp ggp Asn Leu val
Ala Lys Glu Cys Gly Cys Ile

100

<210> 16
<211> 633
<212> DNA
<213> Artificial Sequence
<220>
<Z223>» Synthetic Construct
<400> 16
atgaagctyl gggacgiggt ggeogtgltgc
ccactgecag Ccggcaagay acccccagag
cggagggeccc cattcgecct gagcagegac
ttcgacgacg tcatggactt catccaggec
aagcagatgg ccgtgotgcc caggcgggag
gagaattcca ggggcaaggg cagaaggggt

x19073pCTParallelseqlisting28Feb20125T25

Gly Cys val

Gly Glu

25

Tyr

Cys Asp Ala

Lys Asn Lys

Ala
75

Pro Ile

His Ile

90

TYr

gcecccageeg
agcaacatgce
accatcaaga
aggaacagyc

caacggggea

Leu Thr Ala

Glu
30

Thr Lys

Glu Thr

45

Ala

Arg val

60

Leu

Phe Asp Asp

Leu Arg Giu

tgcacaccge
aggacagaag
cagaggacta
ggctgaagag
aggeegeege

agcagagggy

Page 9

Ile
15

Glu Leu

Thr Tyr
Giu

Ser

Leu
8O

Asp

His
95

ser

cagecgetrte
cctgggeagg
ceecgacceag
gtcacccegac
cgecaaceca

ctgegtgety

o
o)

120
180
240
300
360



accgcca
atcttca
gccaacc

cccatcg

agggage

<210>
<Z211>
<21Z2>
<213>

<220>
<223>

<400>

Met Lys
1

Ala Ser
Ala Glu
ser Asp

50

Met Asp

65

Lys Gin

Ala ala

Gly Lys

Asp Leu
130

Cys Ser

Ala Asn

tec
ggt
tga
cct
aca
17

211
PRT

X19073pcTParallelseqglisting28Feb201257T25

Artificial Sequence

Synthetic Construct

17

Leu

Ala

ASp

35

ser

Phe

Met

AsSNn

Gln

115

Gly

Gly

Leu

Trp

Phe

20

Arg

AsSn

Ile

Ala

Pro

100

Arg

Leu

ser

Ser

Asp val val
5

Pro

sSer

Met

Glin

val

85

Giu

Gly

Gly

Cys

Lys

teu

Leu

Pro

Ala

70

Leu

Asn

Cys

Tyr

156

ASh

Pro

Gly

Glu

55

Thr

Pro

Ser

val

LyS

acctgaacgt gaccgacceg
actgcagcgg cagorgegac
gcaagaacaa gcggcetggrc
tcgacgacga cctgagette

gegecaagga gtgcggetge

Ala

Ala

Arg

40

ASp

Ite

Arg

Arg

Leu

120

Thr

Ala

Arg

ggectggget
gcegecgaga
tccgagaagg
ctggacgaca

atc

val

Gly

25

Arg

Tyr

Lys

Arg

Lys

Glu

Leu

Cys teu val

Lys Arg Pro

Arg Ala Pro

Pro Asp Gin
60

Arg Leu Lys
75

Glu Arg Asn

90

Lys Gly Arg

Ala Ile His

Glu Glu Leu
140

Thr Thr Tyr
155

val ser Glu
rPage 10

Leu

Pro

Phe

45

Phe

Arg

Arg

Arg

Leu

125

Ile

Asp

Lys

Leu

Glu

30

Ala

ASD

Ser

Gin

Gly

Asn

Phe

LYS

val

His

15

Ala

L.au

ASp

Pro

Ala

95

Gln

val

Arg

Gly

acgagaccaa ggaggagetg
ccacctacga caagatcctg

tgggccagge ctgctgcagg
acctggtgta ccacatcctg

Thr

Pro

Ser

va'l

ASp

80

Arg

Thi

Tyr

Leu

160

Gln

420
480
540
600
633



165

Ata Cys Cys Arg Pro Ile Ala Phe Asp Asp Asp Leu Ser
_ 180 - 185

x19073PCTPara1Hﬁ&feqListingZSFeb20125T25

175

Phe Leu Asp
190

Asp Asn Leu val Tyr His ITe Leu Arg Glu His Ser Ala Lys Glu Cys
200 205

185

Gly Cys Ile
210

<210> 18

<21t> 57

<Z212> DNA

<213> Homo sapiens

<400> 18

atgaagctgt gggacgtggt goccgtgtgc ctggrgetge tgCacaccge cageget

<210> 19

<211l> 366

<212> DNA

<213> Artificial Sequence

<220>

<223> synthetic Construct

<4Q0> 19

atgaagctgt gggacgtggt ggocgtgrge
ggtcaacggg gcaagcagag gggctgoglg
ctgggcctgg gotacgagac caaggaggag
gacgeogecg agaccaccta cgacaagatc
gtctccgaga aggtyggcca ggeotgetge
ticctggacy acaacctggt gtaccacatc
tgeate

<210> 20

<211> 122

<212> PRT

<213> artificial seguence

<220>

<223> Synthetic Construct

<400> 20

ctggtgctge
ctgaccgoca
ctgatcttca
ctgaagaacc
aggcccatoy

ctgaggaage

tgcacaccygc
tecacctgaa
ggtactgeag
tgagcaggaa
ccttegacga

acagcgccaa

cagcgetagy
cgtgaccgac
cggcagetgc
caggegoctyg
cgacctgage

gagatgogge

met Lys Leu Trp Asp val val Ala val Cgs Leu val Leu Leu His Thr
1 5 i

Ala Ser Ala Arg Gly GIn Arg Gly Lys Gin Arg Gly Cys val Leu Thr
Page 11

57

60
120
180
240
300
360
366
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Ala ser
Ala Ile

Glu Glu
50

Thr Thr
65

val ser
ASp ASp
Lys His

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

<220>
<223>

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

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

<220>
<221>
<222>
<22 3>

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

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

X19073pPCTParalielSeqglisting28reb2012sT25

Ala Arg Gly GIn Arg Gly Lys Gin Arg Gly Cys val Leu Thr
25 30

20

His Leu Asn val
35

teu Ile Phe Arg

Tyr Asp Lys 1le
70

Giu tys val Gly
85

Leu Ser Phe Leu
100

ser Ala Lys Arg
115

23

103

PRT :
artificial segue

Synthetic Constr

MISC_FEATURE
(53)..033)

Xaa at position

MISC_FEATURE
(57)..057>

Xaa at position

MISC_FEATURE
(539)..059

Xaa at position

MISC_FEATURE
(94)..(94)
Xaa at position

MISC_FEATURE
£99)..(99)
Xaa at position

Th

P oASD
40

Tyr Cys

5%

Leu Ala

Gl

AS

Cy

nce

uct

53

57

56

94

99

n Ala

p Asp

s Gly

is Lys

is Arg

is Arg

is Lys

is Arg

lL.eu

Ser

Asn

Cys

AShH

105

Cys

or

or

or

or

Gly

Gly

Leu

Cys

90

Leu

Iie

Ala

LYS

Glu

Leu

Ser

Ser

75

Arg

val

Gly
Cys
60

Lys

Pro

Tyr

Page ‘13

Tyr

45

ASP

Asn

Ile

His

Glu

Ala

Lys

Ala

Ile
110

Thr

Ala

Arg

Phe

95

Leu

Lys

Glu

Leu

80

Asp

Arg



<400>

X19073prCTParallelseqlisting28reb20125T25

23

Arg Gly Gln Arg Gly Lys
1 5

Leu Asn

Ile pPhe

AsSp Lys

Lys val

ser Phe

Ala Lys

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

220>
<223>

<220>
<221>
<222>
<22 3>

<220>
<221>
<222>
<22 3>

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

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

<220
<221>
<222>

val Thr Asp Leu
20

Arg Tyr Cys ser
35

Ile Leu Xaa Asn

Gy Gln Ala Cys
70

Leu Asp Asp Asn
85

Xaa Cys Gly Cys
100 :

24
122
PRT

GIn Arg Gly Cys val Leu Thr Ala Ile His
10

Gly Leu Gly Tyr Glu Thr
25

Gly zgr Cys Asp Ala Ala

Leu Ser Xaa Asn Xaa Arg
55 60

Cys Arg Pro Ile éga Phe

Leu val Tyr His Ile Leu
a0

ITe

Artificial sequence

synthetic Construct

MISC_FEATURE
(72)..¢72)
Xaa at position

MISC..FEATURE
(76)..(76)
Xaa at position

MISC_FEATURE
(78)..(78)
Xaa at position

MISC_FEATURE
(113)..0113
Xaa at position

MISC_FEATURE
(118)..(118)

72 'is Lys or Ala

76 is arg or Lys

78 is Arg or Lys

113 is Lys or Glu

Page 14

Lys

Glu

45

Leu

Asp

Arg

Glu

30

Thr

val

Asp

Xaa

15

Glu

Thr

Ser

Asp

His
a5

Leu

Tyr

Glu

Leu

80

ser



x19073PCTParallelseqlisting28Feb20125T25
<223> Xaa at position 118 is arg or Glu

<400> 24

Met Lys Leu Trp Asp val val Ala val Cys Leu val Leu Leu His Thr
1 5 10 15

Ala ser Ala ggg Gly GIn Arg Gly %gs GIn Arg Gly Cys §81 Leu Thr

Ala ITe His Leu Asn val Thr Asp Leu Gly Leu Gly Tyr Glu Thr Lys
35 40 45

Glu Ggu Leu Ile Phe Arg Egr Cys ser Gly Ser %%s Asp Ala ala Glu
5

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

val ser Glu Lys val Gly Gin Ala Cys Cys Arg Pro Ile Ala phe Asp
85 90 95

Asp Asp Leu Ser Phe Leu Asp Asp Asn Leu val Tyr His Ile Leu Arg
100 105 110

Xaa His Ser Ala Lys Xaa Cys Gly Cys Ile

115 120
<210> 25
<211> 20
<212> PRT
<213> Mus musculus
<400= 25

Met Glu Thr Asp Thr Leu Leu Leu Trp val Leu Leu teu Trp val Pro
1 5 10 15

Gly ser Thr Gly
20

<210> 26

<211> &0

<23i2> DRNNA

<213> Mus musculus

<400> 26

atggagacag acacactcct gctatgggta ctgorgotct gggttccagg atctaccggt 60
<210> 27

<211> 36%

<212> DNA

page 15



<213> Arti

<220>

<223> sSynt

<400> 27
atggagacag

aggggtcaac
gacctgggoc
tgCcgacgees
ctggtctccy
agcrtectgy
ggctgcatc

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

<220>
<223>

28
123
PRT
Arti

synt
28

Met Glu Thr
1

<400

Gly ser Thr

Ile
35

Thr Ala

Giu Glu

50

Lys

Glu Thr Thr

65

Leu val Ser

ASp ASD ASD

His
115

Arg Lys

X19073rCTParalielSeqlisting28Feb20125725

ficial sequence
hetic Construct

acacactcct gctatgggra
ggggcaagca gaggggetge
tgggctacga gaccaaggag
¢ccgagaccac cracgacaag
agaaggtggg ccaggectge

acgacaacct ggtgtaccac

ficial sequence

hetic construct

Asp Thr Leu Leu Leu
5

Gly Gin

Arg
20

Gly Arg

Thr
40

His Leu Asn val

Leu Ile Phe Arg

55

Tyr

Tyr Asp Lys Ile Leu

Glu val Gly Gln

Leu Phe Leu

100

Asp

Ser Lys Arg Cys

120

ctgetgetet
gtgctgaccy
gagctgatet
atcctgaaga
tgcaggecca

atcctgagga

val
10

Trp Leu

Gly Gln

25

LyS

Asp Leu Gly

Cys Ser Gly

AsSn Leu

75

LYS

Ala Cys Cys

ASp Asn Lel

Gly Cys Ile

gggttccagg
ccatccacct
tcaggtacty
accrgageag
tegocttega

agcacagcge

Leu Leu Trp

Arg Gly Cys

30

Leu Gly

45

TYr

Ser

Cys
60

ASD

ser Arg Ash

Arg Pro Ile

His
110

val Tyr

rPage 16

arcraccggt
gaacgtgacce
cagecggeage
gaacaggdidag
cgacgacctg

caagagatge

val
15

Pro

val Leu

Glu Thr

Ala Ala

Arg Arg

80

Phe

Leu

60
120
180
240
300
360
369



<210>
<21i>
<212>
<213>

<220>
<223> synt

<400> 29
atggagacag

29
369
DNA
Arti

aggggtcaac
gacctgggec
tgcgacgccy
ctggtcteeg
agcttecctygg
ggctgeate

30

123

PRT
Arti

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

<220>
<223>

<400>

Synt
30
Met Giu Thr
i

Gly Ser Thr

Ile
35

Thr Ala

Gilu Giu

50

Lys

Glu Thr Thr

65

lL.eu val Ser

ASp ASp ASp

Arg Lys His

X19073PCTParallelseqlisting28Feb2012sT25

ficial Sequence
hetic Construct

acacactcct gctatgggta
ggagcaagca gaggggctge
tgggctacga gaccaaggag
ccgagaccac ctacgacaag
agaaggtggg ccaggectyc

acgacaacct ggtgtaccac

ficial sequence

hetic Construct

Asp Thr Leu Leu Leu
5

Gly Gln

20

Arg Gly Arg

Thr
40

His Leu Asn val

teu Ile Phe Arg

55

Tyr

Tyr Asp Tle Leuy

GHu Lys Gly Gin

Leu Ser Phe Leu

160

Asp

ser Ala Lys Arg Cys

ctgctgctet
gtgctgaccg
gagctgatct
atccrggeca
tgcaggcccea

atcctgagga

val
10

Trp Leu

Gly Gln

25

LYS

Asp Leu Gly

Cys ser Gly

Ala Leu

75

Asn

Ala Cys

Asn Leu

105

Gly Cys Ile

gggttccagy
ccatccacct
tcaggracty
acctgagcaa
tcgecttega

agcacagege

Leu Leu Trp

Arg Gly Cys

30

Leu Gly

45

Tyr

ser
60

Cys ASp

Ser Lys Ash

Arg Pro Ile

His
110

val Tyr

Page 17

atctaccggt
gaacgtgacc
cagcggeage
gaacaagcygy
cgacgaccty

caagagatge

val
15

Pro

val Leu

Glu Thr

Ala Ala

Lys Arg

80

Ala Phe

95

ITe Leu

60
120
180
2440
300
360
369



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

<220>
<223>

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

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

<220
<221>
<222>
<223>

<220>
<Z221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>
Met Glu
1

Gly ser

Thr Ala

Lys Glu
50

Glu Thr
65

Leu val

115

31
123
PRT
Artificial sequence

synthetic Construct

MISC_FEATURE
(73)..(73)

Xaa at position 73 is Lys or Ala

MISC_FEATURE
{77)..077)

Xaa at position 77 1s Arg or Lys

MISC_FEATURE
(79)..079

Xaa at position 79 is Arg or Lys

MISC FEATURE .
(114)..(114)
Xaa at position

MISC_FEATURE
(119)..(119)

114 is Lys or Glu

Xaa at pesition 119 is Arg or Glu

31

Thr Asp Thr Leu Leu Leu
5

Thr Gly Arg Gly Gin Arg
20

Ite His Leu Asn val Thr
35 40

Glu Leu Ile phe égg Tyr

Thr Tyr Asp Lys Ile Leu
70

ser Glu Lys val Gly Gln

Trp

Gly

25

Asp

Ccys

Xaa

Ala

val Leu
10

Lys Gln

Leu Gly

ser Gly

Asn Leu

75

Cys Cys
90

Leu

Arg

Leu

Ser

60

ser

Arg

page 18

Leu

Gly

Gly

45

Cys

Xaa

Pro

Trp

Cys

30

Tyr

ASp

Asn

Ile

val

15

va'l

Glu

Ala

Xaa

Ala
95

X19073?€;;ara1?e1SeqListingZBFebZOlZSTZS
1

Pro

Leu

Thr

Ala

Arg

80

Phe
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x19073pcTParallelseglisting28reb20125725

<220>

<223> synthetic Construct

<400> 35

Met Ala Thr Gly sSer Arg Thr Ser

1 5

Cys Leu Pro Trp Leu Gin Glu Gly

20

Gin Arg Gly Cys val Leu Thr Ala
35 40

Gly Leu Gly Tyr Glu Thr Lys Glu

50 55

Gly ser Cys Asp Ala Ala Glu Thr

65 70

Leu Ser Arg Asn @gg Arg Leu val

Cys Arg Pro Ile Ala Phe Asp Asp

100

teu val Tyr His Ile Leu Arg Lys
115 120

Ile

<210> 36

<211> 387

<212> DNA

<213> Artificial Seguence

<220>

<223> synthetic Construct

<400> 36

atggetaccg gcagcaggac ctctctgetg

ctgcaggaag geagegooag gggtcaacgg

atccacctga acgtgaccga cctgggectg

aggractgca geggeagetg cgacgecgec

ctgagcaaga acaageggct ggtctecgag

gcecttcgacg acgacctgag cttoctggac

cacagcgoca agagatgegg ctgcatc

Leu Leu

10

Leu

Ser Ala

25

Arg

Ile His Leu

Glu Leu Ile

Thr Tyr Asp

75

Glu
a0

ser Lys

Leu Ser

105

His ser Ala

ctggecttoyg
ggcaagcaga
ggctacgaga
gagaccacct

aaggtgggcc

gacaacctgg

Ala Phe Gly

Gly Gin Arg

30

val Thr

45

ASn

Phe
60

Arg Tyr

Lys Ile Leu

val Gly GIn

rhe Leu Asp

110

Lys Arg

125

cys

gcotgetgty
ggggctgegt
ccaaggagga
acgacaagat
aggcorgetg

tgtaccacat

Page 20

teu Lted

15

Gly Lys

ASp Leu
Ser

cys

Asn
80

Lys

Ala
95

Cys

ASp Asnh

Gly Cys

cetgeeergy
getgacoyed
gctgatetic
cctggecaac
caggcecatc

cctgaggaag

60
120
180
240
300
360
387



X18073pPCcTParallelseqiisting28Feb20125725

Artificial sequence

synthetic Construct

Gly

Trp

20

Cys

Tyr

Asp

Ash

Iie

100

His

Ser
5

teu
val
Glu

Ala

Ile

Arg

Gln

Leu

Thr

Ala

70

Arg

Phe

Leu

Thr

Glu

Thr

Lys

Glu

Lteu

ASp

Arg

Artificial sequence

Synthetic Construct

MISC_FEATURE
(79)..(79)

<210> 37

<211> 129

<212> PRT

<213>

<220

<223>

<400> 37

Met Ala Thr

1

Cys Leu Pro

Gln Arg Gly
35

Gly Leu Gly

50

Gly ser Cys

65

Ley Ser Lys

Cys Arg Pro

teu val Tyr
115

Ile

<210> 38

<21l> 129

<2iZ> PRT

<213>

<220>

<223>

<220>

<221>

<222>

<223>

<220>

Ser

Gly

Ala

40

Glu

Thr

vat

Asp

LysS
120

Leu

ser

25

Ile

Giu

Thr

Ser

Leu

10

Ala

His

L.eu

Tyr

Glu

90

Leu

sSer

Xaa at position 79 1is Lys or Ala

teu

Arg

Leu

Ile

AsSp

75

Lys

ser

Ala

Ala

Gly

Ash

Phe

60

Lys

val

Phe

Lys

Page 21

Phe

Gln

val

45

Arg

Tie

Gly

teuy

Gly

Arg

30

Thr

Tyr

Leu

Gln

ASD

110

Cys

Leu
15

Gly
Asp
Cys
Ala
Ala
95

ASp

Gly

Leu

Lys

Leu

Ser

Asn

80

Cys

Asn

Cys



<221>
<222>
<223>

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

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

<220
<221>
<222>
<223>

<400

MISC_FEATURE
(83)..(83) .
Xaa at position 83 is Arg or Lys

MISC_FEATURE
(85)..(85) _
Xaa at position 85 is Arg or Lys

MISC_FEATURE
(120)..(120) )
Xaa at position 120 is Lys or Glu

MISC_FEATURE
(1253 ..(125)
Xaa at position 125 is Arg or Glu

38

met Ala Thr Gly

i

Cys Leu

Gln Arg

Gly Leu
50

Gly Ser
65

Leu Ser

Cys Arg

Leu val

<210>
<211>
212>
<213>

<220>

Pro

Gly

35

Gly

Cys

Xaa

Pro

Tyr

115

39
46
DNA

Trp

20

Cys

Tyr

Asp

Asn

Ile

100

His

X19073PCTParalietseqlisting28reb20125T25

ser Arg Thr Ser
5

Leu

val

Glu

Ala

xaa

85

Ala

Tle

Glin

Leu

Thr

Ala

70

Arg

phe

Leu

Glu

Thr

Lys

Glu

Leu

AsSp

ATg

artificial Sequence

Gly

Ala

40

Glu

Thr

val

AsSp

Xaa
120

Leu

ser

25

Ite

Glu

Thr

Ser

105

His

lLeu Leu Ala
10

Ala Arg Gly

His Leu Asn

Leu ITe Phe
60

Tyr Asp Lys
75

Glu Lys val
90

Leu Ser Phe

ser Ala Lys

Page 22

Phe

Gln

val

45

Arg

Ile

Gly

l.eu

Xaa
125

Gly

Arg

30

Thr

Tyr

Leu

Gin

ASD

110

cys

Ley
15

Gly
Asp
Cys
Xaa
Ala
95

Asp

Gly

Ley

Lys

Leu

Ser

ASH

80

Cys

AsSn

Cys



<223>
<400>

tatacatatg cgtggacaac gtggtaaaca acgtggrtgt gtgctg

<210>
<211>
<212>
«<213>

<220>
<223>

<400>

ggtgctcgay ttattaaatg cagocgeaac gittegeget

<210>
<211>
<2125
<213>

<220>
<223>

<400>

X19073pPCTParallelseqlisting28Feb20125T25

synthetic Construct
39

40

40

DNA

Artificial Seguence

synthetic Construct
40

41
26
DNA
Artificial sequence

Synthetic Construct
41

gtctggtgag cgagaaagtyg ggtcag

<210>
<211
<212>
<213>

<220>
<223>

<400

42

26

DNA

Artificial Sequence

synthetic Construct
42

ctgacccact ttctegetca ccagac

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

<220
<223>

<400

cctatgataa aatcctggca aacctgagca agaacaaacg tctggtgagco

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

<220>
<223>

<400>

43

57

BNA

Artificial sequence

synthetic Construct
43

44

57

DNA

Artificial Sequence

synthetic Construct
44

46

40

26

26

gagaaag 57



X19073rCTParalielseqiisting28reb20125T25
ctttctcget caccagacgt ttgttetige tcaggtttge caggatttta tcatagg

Page 24

57



