<110>
<120>
<130>
<160>
<170>
<210>
<211>

<212>
<213>

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

AsSp Leu
1

GIn Arg
Gly Tyr
Lys Leu

50

Arg Phe
65
Pro val

Glu Pro

<210>

Corbin, et al.

Novel Modulators

27129/44972
303

patentIn version 3.5

1

111

PRT

Mus musculus

MISC_FEATURE

Clone XPA.015.175 Tight chain

MISC_FEATURE
(27)..(036)
L-CDR1

MISC_FEATURE
(54)..(56)
L-CDR2

MISC_FEATURE
(93)..(98)
L-CDR3

1

val Leu Thr

Ala Thr Ile
20

ser Tyr Ile
35

Leu ITe Tyr

Ser Gly Ser

Glu Glu Glu
85

Arg Thr phe
100

2

Gin

Ser

His

Leu

Gly

70

ASp

Gly

Ser

Cys

Trp

Ala

55

Ser

Ala

Gly

Pro

Arg

40

Ser

Gly

Ala

Gly

Ala

Ala

25

Gin

Asn

Thr

Thr

Thr
105

5307091
SEQUENCE LISTING

Ser Leu
10

Ser Lys

Gln Lys

teu Glu

Asp Phe

75

Tyr Tyr
90

Asn Leu

page 1

Ala

Ser

Pro

Ser

60

Thr

Cys

Glu

val

val

Gly

45

Gly

Leu

G'ln

Ile

Ser

Ser

30

Gln

val

Asn

His

Lys
110

Leu

i5

Thr

Pro

Pro

Ile

Asn

95

Arg

Gly

ser

Pro

Ala

His

80

Arg



<211>
<212>
<213>

<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223>
<400>

Asp Leu
1

Gln Arg
Gly Tyr

Lys Leu
50

Arg Phe
Pro val
Glu Pro

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

<220>
<221>
<223>

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

111
PRT

Mus musculus

MISC_FEATURE

Clone XPA.015.176 Tight chain

MISC_FEATURE
(27)..(36)

L-CDR1

MISC_FEATURE
(54)..(56)

L.-CDR2

MISC_FEATURE
(93)..(98)

L-CDR3
2

val Leu

Ala Thr
20

ser Tyr
35

Lteu Ile

Ser Gly

Glu Glu

Arg Thr
100

3
111
PRT

Thr

Iie

Tyr

Ser

Glu

85

Phe

Mus musculus

MISC_FEATURE

Clone XPA.015.177 1ight chain

MISC_FEATURE
(27)..(36)

L-CDR1

Gln

Ser

His

Leu

Gly

70

Asp

Gly

Ser

Cys

Trp

Ala

55

Ser

Ala

Gly

Pro

Arg

Tyr

40

Ser

Gly

Gly

Gly

Ala

Ala

25

Glin

Asn

Thr

Asn

Thr
105

530709_1

Ser Leu
10

ser Lys

Gln Lys

Leu Glu

Asp Phe

75

Tyr Tyr
90

Ly

S Leu

Page 2

Ala

Ser

Pro

Ser

60

Thr

Cys

Glu

val

val

Gly

45

Gly

Leu

Glin

Ite

Ser

Thr

30

Gln

Ala

Asn

His

Lys
110

Leu

15

Thr

Pro

Pro

Ile

Asn

95

Arg

Gly

Ser

Pro

Ala

His

80

Arg



<220>

<221> MISC_FEATURE

<222> (54)..(56)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (93)..098%)

<223> L-CDR3

<400> 3

Asp ITe val Met Thr

1 5

GIn Arg Ala Thr 1le

20

Gly Tyr Ser Tyr Ile
35

Lys Leu Leu Ile Tyr

50

Arg Phe Ser Gly Ser

65

pro val Glu Glu Glu

85
Glu Pro Arg Thr Phe
100

<210> 4

<211> 111

<212> PRT

<213> Mus musculus

<220>

<221> MISC_FEATURE

<223>

<220>

<221> MISC_FEATURE

<222> (27)..(36)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (54)..(56)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (93)..(98)

<223> L-CDR3

<400> 4

Gln

Ser

His

Leu

Gly

70

Asp

Gly

Ser

Cys

Trp

Ala

55

Ser

Ala

Gly

Pro

Arg

Tyr

40

Ser

Gly

Ala

Gly

Ala

Ala

25

Glin

Asn

Thr

Thr

Thr
105

Clone XPA.015.178 1ight chain

530709_1

Ser

10

Ser

Gin

Leu

ASp

Tyr
90

Asn

Page 3

Leu

Lys

LyS

Glu

Phe

75

Tyr

Leu

Ala

Ser

Pro

ser

60

Thr

Cys

Glu

val

val

Gly

45

Gly

Leu

GIn

Ile

Ser

Ser

30

Gln

val

AsSn

His

Lys
110

Leu

15

Thr

Pro

Pro

Tle

Asn

95

Arg

Gly

Ser

Pro

Ala

His

80

Arg



Asp Leu

val Leu Thr

GIn Arg Ala Thr Ile

20

Gly Tyr Ser Tyr Ile

Lys Leu
50

35

Leu ITe Tyr

Arg Phe Ser Gly Ser

65

Pro val

Glu Glu Glu
85

Glu Leu Arg Thr Phe

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

<220>
<221>
<223>

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

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

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

<400>

100

5

111

PRT

Mus musculus

MISC_FEATURE

Clone XPA.015.179 light chain

MISC_FEATURE
27)..(36)
L-CDR1

MISC_FEATURE
(54)..(56)
L.~CDR2

MISC_FEATURE
(93)..(98)
L~CDR3

5

Asp Leu val Leu Thr
1 5

Gln Arg Ala Thr Ile
20

Gly Tyr ggr Tyr Met

Lys Leu Leu Ile Tyr

Gln

Ser

His

Leu

Gly

70

ASp

Gly

Ser

Cys

Trp

Ala

55

Ser

Ala

Gly

Pro

Arg

Tyr

40

Ser

Gly

Ala

Gly

Ala

Ala

25

Gin

Asn

Thr

Thr

Thr
105

530709_1

Ser Leu

10

Ser Lys

GIn Lys

Leu Glu

Asp Phe
75

Tyr Tyr

Lys Leu

Ala

Ser

Pro

Ser

60

Thr

Cys

Glu

val

val

Gly

45

Gly

Leu

Gln

Ile

Ser

Ser

30

GIn

val

Asn

His

Lys
110

Leu

15

Thr

Pro

Pro

Ile

Asn

95

Arg

Gly

Ser

Pro

Ala

His

80

Arg

GlIn Ser Pro Ala Ser val Ala val Ser Leu Gly

15

Ser Cys Arg éga Ser Lys Ser val Ser Thr Ser

30

His Trp Tyr GIn Gln Lys Pro Gly GIn Pro Pro
40 45

Leu Ala Ser Asn Leu Glu Ser Gly val Pro Ala

Page 4



50

55

530709_1
60

Arg Phe Ser Gly Ser géy ser Gly Thr Asp Phe Thr Leu Asn ITe His
65

75

Pro val Glu Glu Glu Asp val Ala Thr Tyr Tyr Cys Gin His Asn Arg
85 90 95

Asp Pro Arg Thr phe Gly Gly Gly Th
100 10

<210> ©
<211> 108
<212> PRT
<213>

<220>

Mus musculus

<221> MISC_FEATURE

<223>

<220>

<221> MISC_FEATURE
<222> @27)..(32)
<223> L-CDR1L

<220>

<221> MISC_FEATURE
<222> (50)..(52)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (89)..(95)
<223> L-CDR3

<400> 6

Asp val Gln
1

Glu Thr Ile

Leu Ala Trp
35

Tyr Ser Gly
50

Ser Gly Ser
65

Glu Asp Phe

Thr pPhe Gly

Ile

Thr

20

Tyr

Ser

Gly

Ala

Ala
100

Ile

Ile

Gln

Thr

Thr

Met

85

Gly

Gin

Asn

Glu

Leu

Asp

70

Tyr

Thr

Ser

Cys

Lys

Gln

55

Phe

Tyr

Lys

Pro

Arg

Pro

40

Ser

Thr

Cys

Leu

5

Clone XPA.015.181 Tlight chain

Ser

Ala

25

Gly

Gly

Leu

GlIn

Glu
105

Tyr Leu Ala
10

Ser Lys Ser

Lys Thr Asn

ITe Pro Ser
60

Thr Ile Ser
75

GIn His Asn
a0

Leu Lys Arg

Page 5

r Lys Leu Glu Ile L

Ala

Ile

Arg

Ser

Glu

110

Ser

ser

30

Leu

phe

Leu

TYyr

ys Arg
1

Pro

15

Lys

Leu

ser

Glu

Pro
95

Gly

Tyr

Ile

Gly

Pro

80

Leu



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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Asp val
1

Glu Thr
Leu Ala

Tyr Ser
50

Ser Gly
65

Glu Asp
Thr phe

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

<220>
<221>
<223>

<220>

7
108
PRT

Mus musculus

MISC_FEATURE

Clone XPA.015.182 Tlight chain

MISC_FEATURE
(27)..(32)

L-CDR1

MISC_FEATURE
(50)..(52)

L-CDR2

MISC_FEATURE
(89)..(95)

L-CDR3

7

Gln Ile
Ile Thr

20

Trp Tyr
35

Gly Ser
Ser Gly
pPhe Ala

Gly Ala
Y 100

8
111
PRT

Thr

Ile

Gin

Thr

Thr

Met

85

Gly

Mus musculus

MISC..FEATURE

Clone XPA.015.183 Tight chain

GlIn

Asn

Glu

Leu

ASp

70

Tyr

Thr

Ser

Cys

Lys

GIn

55

Phe

Tyr

Lys

Pro

Arg

Pro

40

sSer

Thr

Cys

Leu

Ser

Ala

25

Gly

Gly

Leu

Glin

Glu
105

530709_1

Tyr

10

Ser

LyS

Ile

Thr

Glin

90

Leu

Page 6

Leu

Lys

Thr

Pro

Ile

75

His

Lys

Ala Ala ser
Ser Ile Sser
30
Asn Lys Leu
45

Ser Arg Phe
60

Ser Ser Leu

Asn Glu Tyr

Arg

Pro

15

Lys

Leu

Ser

Glu

Pro
95

Gly

Tyr

Ile

Gly

Pro

80

Leu



<221>
<222>
<223>

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

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

<400>

MISC_FEATURE
27)..(36)

L~-CDR1

MISC_FEATURE
(54)..056)

L-CDR2

MISC_FEATURE
(93)..(98)

L-CDR3
8

Asp Leu val Leu

1

Gin

Gly

Lys

Arg

65

Pro

Glu

Arg

Tyr

Leu

50

Phe

val

Leu

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

<220>
<221>
<223>

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

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

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

Ala Thr
20

Ser Tyr
35

Leu Ile

ser Gly

Glu Glu

Arg Thr
100

9
111
PRT

Thr

Ite

Ile

Tyr

Ser

Glu

85

Phe

Mus musculus

MISC_FEATURE

Clone XPA.015.184 light chain

MISC_FEATURE
27)..(036)

L-CDR1

MISC_FEATURE
(54)..(56)

L-CDR2

MISC_FEATURE
(93)..(98)

L-CDR3

GlIn

ser

His

Leu

Gly

70

ASp

Gly

Ser

Cys

Trp

Ala

55

ser

Ala

Gly

Pro

Arg

Tyr

40

Ser

Gly

Ala

Gly

Ala

Ala

25

Glin

Asn

Thr

Thr

Thr
105

530709_1

ser Leu
10

ser Lys

Gln Lys

Leu Glu

Asp Phe

75

TYr Tyr
90

Lys Leu

Page 7

Ala

Ser

Pro

Ser

60

Thr

cys

Glu

val

val

Gly

45

Gly

Leu

Gln

Ile

Ser

Ser

30

GIn

val

Asn

His

Lys
110

Leu

15

Thr

Pro

Pro

Ile

Asn

95

Arg

Gly

Ser

Pro

Ala

His

80

Arg



<400> 9

Asp ITe val Met Thr GIn Ser pro Thr
1

GIn Arg Ala Thr Ile Ser Cys Arg Ala
20 25

Gly Tyr ggr Tyr Ile His Trp Tyr Gin

Lys Leu Leu Ile Tyr teu Ala Ser Asn
50 55

Arg Phe Ser Gly Ser Gly Ser Gly Thr
65 70

pro val Glu Glu Glu Asp val Ala Thr

85
Asp Pro Arg Thr phe Gly Gly Gly Thr
100 105
<210> 10
<211> 108
<212> PRT

<213> Mus musculus

<220>
<221> MISC_FEATURE .
<223> Clone XPA.015.185 1ight chain

<220>

<221> MISC_FFATURE
<222> @@7)..(032)
<223> L-CbR1

<220>

<221> MISC_FEATURE
<222> (50)..(052)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (89)..(95)
<223> L~-CDR3

<400> 10

1

530709_1

Ser Leu Ala
10

Ser Glu Ser

Gln Arg Pro

Leu Glu Ser
60

Asp Phe Thr
75

Tyr Tyr Cys
90

Lys Leu Glu

val

val

Gly

45

Gly

l.eu

Gln

Ile

ser

Ser

30

Glin

vall

AsSn

His

Lys
110

Leu

15

Ile

Pro

Pro

Ile

Asn

95

Arg

15

Gly

Ser

Pro

Ala

His

80

Arg

Asp ITe GIn Met Thr GIn Ser Pro Ser Tyr Leu Ala Ala Ser Pro Gly
5 10

Glu Thr Ile Thr Ile Asn Cys Arg gga Ser Lys Ser Ile ggr Lys Tyr

20

Leu Ala Trp Tyr Gin Glu Lys Pro Gly Lys Thr Asn Lys Leu Leu Ile
35 40

Page 8

45



5307081

Tyr Ser Gly Ser Thr Leu Gln Ser Gly Ile Pro Ser Arg Phe Ser Gly
50

ggr Gly Ser Gly Thr 98p Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro

55

60

80

Glu Asp Phe Ala Met Tyr Tyr Cys Gln Gln His Asn Glu Tyr Pro Leu
85 95

90

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

<210> 11

<211> 108

<212> PRT

<213> Mus musculus

<220>
<221> MISC_FEATURE

<223> Clone XPA.015.186 1ight chain

<220>

<221> MISC_FEATURE
<222> (27)..(32)
<223> L-CDR1

<220>

<221> MISC_FFATURE
<222> (50)..(52)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (89)..(95
<223> L~CDR3

<400> 11

Qsp Ile Gin Met Thr

Asp Thr Ile Thr Ile
20

Leu Thr ;gp Tyr Gin

Ser Lys Ala Ser Asn
50

Ser Gly Ser Gly Thr
65

Glu Asp Ile Ala Thr
85

Gin

Thr

Gln

Leu

Gly

70

Tyr

Ser

Cys

Lys

His

55

Phe

TYnr

Pro

His

Pro

40

Thr

Thr

Cys

Ser

Ala

25

Gly

Gly

Leu

Gln

Ser Leu Ser
10

Ser GIn Asn

Asn Ile Pro

val Pro Ser
60

Thr Ile Ser
75

GIn Gly GIn
90

Page 9

Ala

Ile

Arg

Ser

Ser

Ser

Asn

30

Leu

Phe

Leu

Tyr

Leu

15

val

Leu

Ser

Gln

Pro
95

Gly

Trp

Ile

Gly

Pro

80

Trp



Thr Phe Gly Gly Gly Thr Lys Leu
100

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

<220>
<221>
<223>

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

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

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

<400>
Asp Leu
1

Gln Arg

Gly Tyr

Leu
50

Lys

Arg phe

65

Pro val

Glu Pro

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

<220>
<221>

12

111

PRT

Mus musculus

MISC._FEATURE

Clone XPA.015.187 Tlight chain

MISC_FEATURE
(27)..(36)
L-CDR1

MISC_FEATURE
(54)..(56)
L-CDR2

MISC_FEATURE
(93)..(98)
L~CDR3

12
val

L.eu Thr

Thr
20

Ala Ile

Ser Ile

35

Tyr

Leu Ile Tyr

ser Gly Ser

Glu
85

Glu Glu

Thr Phe

100

Arg

13
108
PRT
Mus musculus

MISC_FEATURE

Glin

Ser

His

Leu

Gly

70

Asp

Gly

Ser

Cys

Trp

Ala

55

Ser

Ala

Gly

Pro

Arg

Gly

Gly

Gly

105

Ala

Ala

25

Gin

Asn

Thr

Asn

Thr
105

530709_1

Glu Ile Lys Arg

Ser Leu Ala

10

Ser Lys Ser

GIn Lys Pro

Leu Glu Ser

60

Phe Thr

75

Asp

Tyr
90

Tyr Cys

Lys Leu Glu

Page 10

val

val

Gly

45

Gly

Leu

Glin

Iie

Ser

Ser

30

GIn

val

Asn

His

LyS
110

Leu

15

Thr

Pro

Pro

Ile

ASn

95

Arg

Gly

Ser

Pro

Ala

His

80

Arg



<223>

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

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

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

<400>

Clone XPA.015.188 Tight chain

MISC_FEATURE
27)..G2
L-CDR1

MISC_FEATURE
(50)..(52)
L-CDR2

MISC..FEATURE
(89)..(95)
L-CDR3

13

Asp val GIn Ile Thr GIn Ser Pro Ser

1

Glu Thr

I1e Thr Ile Asn Cys Arg Ala
20 25

Leu Ala Trp Tyr GIn Glu Lys Pro Gly

Tyr Ser
50

Ser Gly

65

Glu Asp

Thr Phe

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

<220>
<221>
<223>

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

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

<220>

35 40

Gly Ser Thr Leu ggn Ser Gly

Ser Gly Thr égp Phe Thr Phe

Phe Ala ggt Tyr Tyr Cys Gln

Gly Ala Gly Thr Lys Leu Glu
100 105

14

111

PRT

Mus musculus

MISC_FEATURE ) )
Clone XPA.015.189 light chain

MISC_FEATURE
(27)..(36)
L-CDRL

MISC_FEATURE
(54)..(56)
L.-CDR2

530709_1

Tyr Leu Thr
10

sSer Lys Ser

Lys Thr Asn

ITe Pro Ser
60

Thr 1le Ser
75

GlIn His Asn
90

Leu Lys Arg

Page 11

Ala

Ile

LyS

45

Arg

Ser

Glu

Ser

Ser

30

lLeu

Phe

Leu

Tyr

Pro

15

Asn

Leu

Ser

Glu

Pro
95

Gly

Tyr

Ie

Gly

Pro

80

Leu



<221>
<222>
<223>

<400>

MISC_FEATURE
€93)~.(98)
L.-CDR3

14

Asp ITe val Met Thr GIn Ser Pro Ala

1

Gln Arg

Ala Thr Ile Ser Cys Arg Ala
20 25

Gly Tyr Ser Tyr Ile His Trp Tyr Gin

Lys Leu
50

35 40

teu Ile Tyr Leu éga Ser Asn

Arg Phe Ser Gly Ser Gly Ser Gly Thr

65

Pro val

70

Glu Glu g;u Asp Ala Gly Asn

Glu Pro Arg Thr phe Gly Gly Gly Thr

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

<220>
<221>
<223>

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

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

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

<400>

100 105

15

108

PRT

Mus musculus

MISC_FEATURE ) )
clone XPA.015.190 Tight chain

MISC_FEATURE
(27)..(32)
L-CDR1

MISC_FEATURE
(54)..(56)
L-CDR2

MISC_FEATURE
(93)..(98)
L~CDR3

15

530709_1

Ser

10

Ser

Gln

Leu

ASp

Leu

Lys

Lys

Glu

Phe

75

Tyr

Leu

Ala

ser

Pro

ser

60

Thr

Cys

Glu

val
val
Gly
45

Gly

Leu

Gln

Ile

Ser

Ser

30

Gln

val

Asn

His

Lys
110

Leu

15

Ile

Pro

Pro

Ile

AsSn

95

Arg

Gly

Ser

Pro

Ala

His

80

Arg

Asp Ile GIn Met Thr GIn Thr Thr Ser Ser Leu Ser Ala Ser Leu Gly
1 5

15

Asp Arg val Thr Ile Ser Cys Arg géa Ser Gln Asp Ile Ser Asn Tyr
20

Page 12

30



530709_1
Leu Asn Trp Tyr GIn GIn Lys Pro Asp Gly Thr val Lys Leu Leu ITe
35 40 45

Tyr ggr Thr ser Arg Leu ?gs Ser Gly val Pro ggr Arg Phe Ser Gly

ser Gly Ser Gly Thr Asp Tyr Ser Leu Thr ITe Ser Asn Leu Glu Pro
65 70 75 80

Glu Asp Ile Ala ggr Phe Tyr Cys Gln g%n Tyr Ser Asp Leu ggovar

Thr Phe Gly Gé% Gly Thr Lys Leu Glu ITe Lys Arg
1

105
<210> 16

<211> 108

<2125 PRT

<213> Mus musculus

<220>
<221> MISC_FEATURE
<223> Clone XPA.015.191 Tight chain

<220>

<221> MISC_FEATURE
<222> 27)..02)
<223> L-CDR1

<220>

<221> MISC_FEATURE
<222> (50)..(52)
<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (89)..(95)

<223> L~-CDR3

<400> 16

Asp val GIn Ile Ehr Gln Ser Pro Ser igr Leu Ser Ala Ser Leu Gly
i

Glu Arg val ser Leu Thr Cys Arg Ala Ser GIn Asp Ile Gly Ser Ser
20 25 30

Leu Asn Trp Leu GlIn Gin Glu Pgo Asp Gly Thr Ile Lys Arg Leu Ile
35 4 45

ser Ala Thr ser Thr Leu Asp Ser Gly val Pro Lys Arg Phe Ser Gly
50 - 55 60

Ser Arg Ser Gly Ser Asp Tyr Ser Leu Thr Ile Ser Ser Leu Glu Pro
65 70 . 75 80

Page 13



530709_1

Glu Asp Phe val ggp Tyr Tyr Cys Leu ggn Tyr Ala Ser Tyr ggo Phe

Thr Phe Gly ser Gly Thr Lys val Glu Ile Lys Arg
100

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

<220>
<221>
<223>

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

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

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

<400>
Asp Ile
1

Glu Thr

Leu Ala

Tyr Ser

50

ser
65

Gly

Glu Asp

Thr pPhe

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

17
108
PRT
Mus musculus

MISC_FEATURE

clone XPA.015.192 Tight chain

MISC_FEATURE

27)..(32)
L~-CDRL

MISC_FEATURE
(50)..(52
L-CDR2

MISC_FEATURE
(89)..(9%)
L-CDR3

17

GIn Met Thr

Thr Ile

20

Ile

Trp
35

Tyr

Gly ser Thr

ser Gly Thr

Met
85

Phe Ala

Ala Gly

100"

Gly

18
107
PRT
Mus musculus

Gln

Asn

Leu

Asp

70

Tyr

Thr

Ser

Cys

Lys

Gln

55

Phe

Tyr

Lys

Pro

Arg

Pro

40

Ser

Thr

Cys

Leu

105

Ser

Ala

25

Gly

Gly

Leu

Gin

Glu
105

Tyr Leu Ala

10

Ser Lys Sser

Lys Thr Asn

ITe Pro Ser

60

Ile
75

Thr Ser

GIn His

90

Asn

Leu Lys Arg

Page 14

Ala

Ile

Arg

Ser

Glu

ser

Ser

30

Leu

Phe

Leu

Tyr

Pro

15

Lys

Leu

Ser

Glu

Pro
95

Gly

Tyr

Tie

Gly

Pro

80

teu



<220>
<221>
<223>

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

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

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

<400>

Asp Ile
1

Gly Lys
Ile Ala

His Tyr
50

ser Gly
65

Glu Asp
Phe Gly

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

<220>
<221>
<223>

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

<220>
<221>
<222>

MISC_FEATURE

Clone XPA.015.173 1ight chain

MISC_FEATURE
27)..(2)

L-CDR1

MISC_FEATURE
(50)..(52)

L-CDR2

MISC._FEATURE
(89)..094)

L-CDR3
18
G1n Met

val Thr
20

Trp Tyr

35

Thr Ser

ser Gly

Ile Ala

Gly Gly

19
108
PRT

Thr

Ile

Gln

Thr

Arg

Thr

85

Thr

Mus musculus

MISC_FEATURE

Clone XPA.015.174 light chain

MISC_FEATURE
@7)..032

L-CDR1

MISC_FEATURE

(50)..(52)

Gin

Thr

His

Leu

Asp

70

Tyr

Lys

Ser

Cys

Lys

Gln

55

Tyr

Tyr

Leu

Pro

Lys

Pro

40

Pro

Ser

cys

Glu

Ser

Ala

25

Gly

Gly

Phe

L.eu

Ile
105

5307091

Ser Leu Ser
10

Ser GIn His

Lys Gly Pro

ITe Pro Ser
60

Ser Ile Ser
75

GIn Tyr Asp
90

Lys Arg

Page 15

Ala

Ile

Arg

45

Arg

Asn

Asn

Ser

Asn

30

Leu

Phe

Leu

Leu

Leu

15

Lys

Leu

Ser

Glu

Gly

Tyr

Gly

Pro
80

Thr



5307091
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (89)..(95)
<223> L-CDR3

<400> 19

Asp ITe val Met Thr GIn Ser Pro Ser Ser Leu Phe Ala Ser Leu Gly
1 5 10 15

Glu Arg val Ser Leu Thr Cys Arg Ala Ser Gin Asp Ile Gly Asp Arg

20 25 30
Leu Tyr Trp Leu GIn GIn Glu Pro Asp Gly Ala ITe Lys Arg Leu Ile
35 40 45
Phe Ala Thr Ser Ser Leu Asp Ser Gly val Pro Lys Arg Phe Ser Gly
50 55 60
Ser Arg Ser Gly ser Glu Tyr Ser Leu Thr Ile Ser Ser Leu Glu Ser
65 70 75 80
Glu Asp Phe val Asp Tyr Tyr Cys Leu Gln Tyr Ala Ser Ser Pro Trp
85 90 95
Thr phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Arg
100 105
<210> 20
<211> 111
<212> PRT

<213> Mus musculus

<220>
<221> MISC_FEATURE ) )
<223> Clone XPA.015.172 Tight chain

<220>

<221> MISC_FEATURE
<222> @27)..(36)
<223> L~-CDR1l

<220>

<221> MISC_FEATURE
<222> (54)..(56)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222>  (93)..(98)
<223> L-CDR3

<400> 20

Asp Ile val Met Thr GIn Ser Pro Thr Ser Leu Ala val Ser Leu Gly
1 5 15

Page 16



GIn Arg Ala Thr Ile
20

Gly Tyr Ser Tyr Ile
35

Lys Leu Leu Ile Tyr

50

Arg pPhe Ser Gly Ser

65

Pro val Glu Glu Glu

85
Asp Pro Arg Thr pPhe
100

<210> 21

<211> 112

<212> PRT .

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222>  (51)..(53)

<223> L~CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(100)

<223> L-CDR3

<400> 21

GIn Ser val Leu Thr

1 : 5

Arg val Thr %Te Ser
Tyr val Ser Trp Tyr
35
Ile Tyr Gly Asn Ser

50

Gly Ser Lys Ser Gly

Ser

His

Cys

Trp

Leu Ala

Gly
70

55

Ser

Asp Ala

Gly

Gly

Arg

Tyr

40

Ser

Gly

Ala

Gly

Ala

25

Gin

Asn

Thr

Thr

Thr
105

.093 Tight chain

Glin

cys

Gln

Asnh

Thr

Pro

ser

Gln

Arg

55

Ser

Pro
Gly
Leu
40

Pro

Ala

Ser

Ser

25

Pro

Ser

Ser

530709_1
ser Lys Ser

Glin

Lys Pro

Glu ser
60

Leu

Phe Ile
75

ASp

Tyr

Tyr Cys
90

Lys Leu Glu

Ala ser Gly
10

Ile Ser Asn
Gly Thr Ala

Gly val Pro
60

Leu Ala Ile
Page 17

val

Gly

45

Gly

L.eu

Gln

Leu

Thr

ITe

Pro

45

Asp

Ser

Ser Thr Ser

30

GIn Pro Pro

vall

Pro Ala

ITe His
80

Ash
His

Asn Arg
95

Lys
110

Arg

Pro Gly Gln

15

Gly
30

Ser Asn

Lys Leu Leu

Phe ser

Arg

Gly Leu Arg



530709_1
65 70 75 80

Ser Glu Asp Glu gga Asp Tyr Tyr Cys gga Ala Trp Asp Asp ger Leu
5

Ser Pro His val val phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110

<210> 22

<211> 99

<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> XPA.15.096 1light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1

<220>

<223> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (90)..(99)
<223> L-CDR3

<400> 22

Gin Ser val Leu Thr Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly GlIn
1 5 10 15

Arg val Thr ITe Ser Cys Ser Gly Ser Phe Ser Asn Ile Gly Ser Asn
20 25 30

Tyr val Tyr Trp Tyr Gln Gln Leu Pro Gly Thr Ala Arg Lys Leu Leu

Ile gﬁr Ala Asp Thr phe ?gg Pro ser Gly val Ego Asp Arg Phe Ser

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 75 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu
85 90 95

Asn Gly val

<210> 23
<211> 100
Page 18



<212>
<213>

<220>
<221>
<223>

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

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

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

<400>
Gln ser
1

Arg val
Tyr val

Ile Tyr
50

Gly Ser
65

Ser Glu
sSer Pro

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

<220>
<221>
<223>

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

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..(53)
L-CDR2Z

MISC_FEATURE
(90)..(100)
L.-CDR3

23

val Leu Thr

Thr Ile Ser
20

Ser Trp Tyr
35

Gly Asn Ser

Lys ser Gly

Asp Glu Ala
85

His val
100

24
99
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

.094 1ight chain

Gin Pro

Cys Ser

Gin GlIn

Asn Arg
55

Thr Ser
70

Asp Tyr

Pro

Gly

Leu

40

Pro

Ala

Tyr

Ser

Ser

25

Pro

Ser

Ser

Cys

.106 1ight chain

530709_1

Ala

10

Ile

Gly

Gly

Leu

Ala
90

sSer

Ser

Thr

val

Ala

75

Ala

Gly

Asn

Ala

Pro

60

Ile

Trp

Page 19

Thr

Ile

Pro

45

Gly

Ser

Asp

Pro

Gly

30

Lys

Arg

Gly

Asp

Gly

15

Ser

Leu

Phe

L.eu

Ser
95

Gln

Asn

Leu

Ser

Arg

80

Leu



530709_1
<220>
<221> MISC_FEATURE
<222> (D..(3)
<223> L-CDRZ

<220>

<221> MISC_FEATURE
<222> (90)..(9%9)
<223> L-CDR3

<400> 24

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

Arg val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Ser Asn
20 25 30

Thr val ggr Trp Tyr GIn GIn Leu Pro Gly Thr Ala Zgo Lys Leu Leu
40

ITle Tyr Ser Asn Asn Gln Arg Pro Ser Gly val Pro Asp Arg Phe Ser
50 55 60

Gly ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 75 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Thr Trp Asp Asp ggr Leu
85 90

Ser Gly Trp

<210> 25

<211> 97

<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.105 Tight chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1L

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (90)..Q97)
<223> L-CDR3

<400> 25

Gln Ser val Leu Thr GlIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
Page 20



Arg val

ITe val

ITe Tyr

50

Gly
65

Ser

Ser Glu

Glin

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

<220>
<221>
<223>

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

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

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

Arg val

Phe val

Ile Tyr
50

Ile
20

Thr ser

Asn
35

Trp Tyr

Ser Asn Ash

Lys Ser Gly

Ala
85

Asp Glu

26
112
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC. _FEATURE

(51)..(53)
L-CDR2

MISC_FEATURE
(90)..(100)
L-CDR3

26

val Leu Thr
5
Thr %Te Ser

ser Trp Tyr
35

Asp Asn Asp

Cys

Gin

Glin

Thr

70

ASp

Ser Gly

GIn Leu

40

Arg Pro

55

Ser Ala

Tyr Tyr

Gly

25

Pro

Ser

Ser

cys

.100 Tight chain

Gln

Cys

GIn

530709_1
10

Pro Ser Asn
Gly Thr Ala

Gly val Pro
60

Leu Ala Ile
75

Glu Thr Trp
90

Ile

Pro

45

Asp

Ser

Asp

Gly
30

Lys
Arg

Gly

Ser

15

sSer

Leu

Phe

l.eu

Asn
95

Asn

Leu

ser

Arg

80

Thr

Pro Pro Ser Ala Ser Gly Thr Pro Gly GlIn

10

15

Ser Gly Ser Ala Ser Asn Leu Gly Met His
25 30

GIn Leu Pro Gly Thr Ala Pro Lys Leu Ley
40

55

Page 21

45

Arg Pro Ser Gly val Pro Asp Arg Phe Ser
60



530709_1

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gén Ser Tyr Asp Ser
85 9

ser
95

Leu

ser Gly Pro val Leu Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110

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

<220>
<221>
<223>

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

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

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

<400>
Gln Ser
1

Arg val

ASp

TYr

Ile
50

Leu

Ser
65

Gly
ser

Arg

Leu Ser

27
112
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(34)
L~CDR1

MISC_FEATURE
(52)..(054
L-CDR2

MISC_FEATURE
(91)..(100)
L-CDR3

27
val Leu Thr

Ile
20

Thr Ser

val His

35

Trp

Tyr Gly Asn

Ser Lys Ser

Glu
85

Glu Asp

Gly Pro val

100

.124 Tight chain

Glin

Cys

Tyr

Asn

Gly

70

Ala

Phe

Pro

Ser

GlIn

Asn

55

Thr

Asp

Gly

Pro

Gly

Gln

40

Arg

Ser

Tyr

Gly

Ser

Gly

25

Leu

Pro

Ala

Tyr

Ala
10

Ser Gly

ser Ser Asn

pro Gly Thr

Ser va’l

60

Gly

Ser Leu Ala

75

Cys Ala Ala

90
Thr Lys Leu

Page 22

Thr

Ile

Ala

45

Pro

Ile

Trp

Thr

Pro

Gly

30

Pro

Asp

Ser

Asp

val
110

Gly
15

Ala
Lys
Arg
Gly
Asp
95

Leu

Gln

Gly

Leu

Phe

Leu

80

Ser

Gly



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

<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223>
<400>

Gln Ser
1

Arg val
Thr val

Ile Tyr
50

Gly Ser
65

Ser Glu
Ser Gly

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

<220>
<221>
<223>

<220>
<221>

28

112

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.1l5

MISC_FEATURE

(23)..(33)
L-CDR1

MISC_FEATURE
GD..0G3)
L-CDR2

MISC_FEATURE
(90)..(100)
L~CDR3

28

val Leu Thr

Thr Ile Ser
20

Asn Trp Tyr
35

Asp Asn Asn

Lys Ser Gly

Asp Glu Ala
85

Trp Glu val
100

29
111
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

.121 Tight chain

Gln Pro

Cys ser

Gln GIn

Lys Arg

55

Thr Ser
70

Asp Tyr

Phe Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

ser

Cys

.122 Tight chain

530709_1

Ala
10

Ser
Gly
Gly
Leu
Gin
90

Thr

Ser

Ser

Thr

val

Ala

75

Ser

Lys

Gly

Asn

Ala

Pro

60

Ile

Tyr

Leu

Page 23

Thr

Ile

Pro

45

Asp

sSer

Asp

Thr

Pro

Gly

30

Lys

Arg

Gly

Ser

val
110

Gly

15

Ser

Leu

Phe

Leu

Ser

95

Leu

Gln

Asn

Leu

Ser

Arg

80

Leu

Gly



<222>
<223>

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

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

<400>

Gln ser
1

Arg val

Pro val

Ile Tyr
50

Gly ser
65

Ser Glu

Asn Gly

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

<220>
<221>
<223>

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

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

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

(26)..(33)
L-CDR1

MISC_FEATURE

(51..(53)
L-CDR2

MISC_FEATURE
(90)..099)
L-CDR3

29

val Leu Thr

Thr Ile Ser
20

Asn Trp Tyr
35

Gly Asn Ser

Lys Ser Gly

Asp Glu Ala
85

Gin val phe
100

30

112

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC..FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

(G .. (53)
L-CDR2

MISC_FEATURE
(90)..(100)
L-CDR3

Gln Pro

Cys Ser

Gin GIn

Asn Arg

55

Thr ser
70

Asp Tyr

Gly Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

.127 Tight chain

530709_1

Ala
10

Ser
Gly
Gly
Leu
Ala
90

Lys

Ser

Ser

Thr

val

Ala

75

Ala

Leu

Gly

AsSn

Ala

Pro

60

Ile

Trp

Thr

Page 24

Thr

Ile:

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

Arg

Leu

Phe

Leu

Ser

95

Gly

Glin

Asn

Leu

Ser

Arg

80

Leu



1

<400> 30

Gin Ser val Leu Thr

1 . 5

.Arg val Thr Ile Ser

20

Tyr val Ala Trp Tyr
35

Ile Tyr Ser Asp His

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Ser Gly His val Ile
100

<210> 31

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2?

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L-CDR3

<400> 31

5

Gln

cys

Gln

Glin

Thr

70

Asp

Phe

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro
Gly
Leu
40

Pro

Tyr

Gly

ser

Asn

25

Pro

Ser

Ser

cys

.125 light chain

530709_1

Ala Ser Gly
10

Ser Ser Asn

Gly Thr Ala

Gly val Pro

60

Ala 1Ile

75

Leu

Ala Ala

Trp
90

Thr Lys Leu

10

Thr

Ile

Pro

45

Asp

Ser

Asp

Thr

Pro

Gly

30

Lys

Arg

Gly

Asp

val
110

Gly

15

Asn

Leu

Phe

Leu

Ser

95

Leu

Gln

Asn

Leu

Ser

Arg

80

Leu

Gly

Gln Ser val Leu Thr GlIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
15

Arg val Thr gge ser Cys Ser Gly ggr Asn Ser Asn Ile ggy Ser Arg

Thr val ?gn Trp Tyr Gln Glin kgu Pro Gly Thr Ala Pro Lys Leu Leu

Page 25

45



ITe Tyr Glu
50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Asn Leu Gly val Phe
100

<210> 32

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L~CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(9%)

<223> L-CDR3

<400> 32

Gln Ser val Leu Thr

1 5

Arg val Thr Ile Ser

20
Thr val Asn Trp Tyr
35

Ile Tyr Ser Tyr Asp
50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Q;a

Asn Asn

Lys
Thr
70

ASp

Gly

133

Glin

cys

GlIn

Gln

Thr

70

Asp

Arg Pro Ser
Ser Ala ser
Tyr Tyr Cys

Gly Gly Thr
105

Tight chain

Pro Pro Ser

Ser Gly Ser

25

Gln Leu

40

Pro

Arg
55

Pro Ser

Ser Ala Ser

Tyr Tyr Cys

530709_1

Gly val 250 Asp Arg Phe Ser

Leu Ala ITe Ser Gly Leu Arg
80

90

Lys Leu Thr val Leu Gly
110

Ala
10

Ser
Phe ser
Gly Thr
val

Gly

Ala
75

Leu

Ala
90

Ser

Gly

Asn

Ala

Pro

60

Ile

Trp

Page 26

Thr

Ile

Pro

45

Asp

Ser

ASp

Pro

Gly

30

Lys

Arg

Gly

val

Gly

15

Gly

Leu

Phe

Leu

ser
95

Ser Ser Tyr Ala Gly Ser Asn
95

Gin

Asn

Leu

Ser

Arg

80

Leu



Ser Gly val val phe Gly Gly Gly Th
100 1

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

<220>
<221>
<223>

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

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

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

<400>

Gln Ser
1

Arg val

Ala val

Ite Tyr

50

Gly Ser

65

Ser Glu

Asn Gly

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

<220>
<221>
<223>

33

111

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(D..(53)
L-CDR2

MISC_FEATURE
90)..099
L~CDR3

33

val Leu ghr

Ile
20

Thr Ser

Asn
35

Trp Tyr

Thr Asp Ser

Lys Ser Gly

Ala
85

Asp Glu

val Phe

100

Trp

34
111
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

.135

Glin

Cys

Gln

Arg

Thr

70

Asp

Gly

.139

05

Tight chain

Pro Pro Ser

Ser Gly Ser

25

GIn Leu Pro

40

Arg Pro Ser

55

Ser Ala Ser

Tyr Tyr Cys

Thr
105

Gly Gly

Tight chain

530709..1

Ala

10

Ser

Gly

Gly

Leu

val

90

Lys

Ser

Ser

Thr

val

Ala

75

Ser

Leu

Gly

Asn

Ala

Pro

60

Ile

Arg

Thr

pPage 27

Thr

Ile

Pro

45

Asp

Ser

ASp

val

110

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

r Lys Leu Thr val Leu Gly

Gly
15

Asnh
Leu
Phe
L.eu
Ser
95

Gly

Gln

AsSn

Leu

Arg
80

Leu



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

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

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

<400>

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..(53)
L.-CDR2

MISC_FEATURE
(90)..(9%
L~CDR3

34

GlIn Sser val Leu Thr
1 5

Arg val Thr Ile Ser

20

Thr val Asn Trp Tyr

ITe Tyr Asp Asn Asn
50

Gly Ser Lys Ser Gly
65

Ser Glu Asp

Asn Gly Pro

Glu Ala
85

Ile phe

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

<220>
<221>

<223>"

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

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

<220>
<221>

100

35

112

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

(51)..(53)
L.-CDR2

MISC_ _FEATURE

GlIn

Cys

GlIn

Lys

Thr

70

AsSp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

.138 Tight chain

530709_1

Ala
10

Ser
Gly
Gly
lL.eu
Ala
90

Lys

Ser

Ser

Thr

val

Ala

75

Thr

Leu

Gly

Asn

Ala

Pro

60

Ile

Trp

Thr

Page 28

Thr

Ile

Pro

45

AsSp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

Ser
Leu
Phe
Leu
Ser
95

Gly

Gln

Asn

Leu

Ser

Arg

80

Leu



<222>
<223>

<400>

(380)..(100)
L~CDR3

35

Gln Ser val Leu Thr

1 5

Arg val Thr 1le Sser

20

Thr val Asn Trp Tyr
35

Ile Tyr Arg Asnh Asn

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Asn Gly pPhe val val
100

<210> 36

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDRL

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L~CDR3

<400> 36

Gin Ser val Leu Thr GIn Pro Pro Ser Ala Ser Gl

1

5

Gin Pro

Cys Ser

Gln Gin

Gln Arg

55

Thr Ser
70

Asp Tyr

Phe Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

530709_1

ser Ala
10

ser Thr
25

Pro Gly

Ser Gly

Ser Leu

Cys Ala

90

Gly Thr

.143 1ight chain

Ser

Ser

Thr

val

Ala

75

Ala

Lys

Gly

Asn

Ala

Pro

60

Ile

Trp

Leu

Thr

Ile

Pro

45

Asp

ser

Asp

Thr

Pro

Gly

30

Lys

Avrg

Gly

Asp

val
110

Gly
15

Ser
Leu
Phe
Leu
Ser
95

Leu

Gln

Asn

Leu

Ser

Arg

80

lLeu

Gly

y Thr Pro Gly GlIn
15

Arg val Thr éée Ser Cys Ser Gly ggr Ser Ser Asn Ile Gly Ser Asn
30

Page 29



Thr val Asn Trp Tyr
35
Ile Tyr Gly Asn Thr
50
Gly Ser Lys Ser Gly
65

ser Glu Asp Glu Ala
85

Ser Gly val val Phe
100

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

37

111

PRT

Homo sapiens

<220>
<221>
<223>

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

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

<220>
<221>
<222>

MISC.FEATURE

MISC_FEATURE
(26)..(33)
L-CDRL

MISC_FEATURE
(51)..(53)
L~CDR2

MISC_FEATURE
(90)..099)
<223> L-CDR3

<400> 37
Gin Ser val Leu Thr
1 5

Ile ser
20

Arg val Thr

val Phe
35

Tyr Trp Tyr

Ile Tyr Arg Asn Tyr
50

Gly
65

Ser Lys Ser Gly

Ser Giu Asp Glu Ala

Clone XPA.15.

Gln
Asn
Thr
70

Asp

Gly

141

GIn

Cys

Gln

Gln

Thr

70

ASp

Gin Leu Pro

40

Arg Pro Ser

55

ser Ala Ser

Tyr Tyr Cys

Gly Gly Thr

105

Tight chain

Pro Pro Ser

Ser Ser

25

Gly

Gln Leu

40

Pro

Arg Pro Ser

55

Ser Ala Sser

Tyr Tyr Cys

530709_1
Gly Thr Ala

Gly val Pro
60

Leu Ala Ile
75

Ala Ala Trp
90

Lys Leu Thr

Ala Ser Gly
10

Ser Ser Asn
Gly Thr Ala

Gly val Pro
60

Leu Ala Ile
75

Ala Thr Trp
page 30

Pro Lys Leu Leu
45

Asp Arg Phe Ser

Ser Gly Leu Arg

80

Asp Asp Ser Leu
95

val Leu Gly
110

Thr Pro Gly Gln

15

Ile Gly

30

Asn Asn

Pro
45

Lys Leu Leu

Asp Arg Phe Ser

Ser Gly Leu Arg

80

Asp Asp Ser Leu



Thr Gly Trp val phe Gly Gly Gly Th
100 1

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

<220>
<221>
<223>

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

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

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

Arg val

Thr val

Ile Tyr
50

Gly ser
65

Ser Glu

Ser Gly

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

85

38

111

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE
(90)..099)
L-CDR3

38

val Leu Thr

Thr Ile Ser
20

Asn Trp Tyr

Gly val Asn

Lys Ser Gly

Asp Glu Ala
85

Trp val phe
100

39

111

PRT

Homo sapiens

05

.145 Tight chain

Gln

cys

G1In

His

Thr

70

ASp

Gly

Pro

Ser

Glin

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

530709_1

90

Ala

10

Arg

Gly

Gly

Leu

Ala

90

Lys

Ser

Ser

Thr

vall

Ala

75

Ala

Leu

Gly

Asn

Ala

Pro

60

Ile

Trp

Thr

Page 31

Thr

Ile

Asp

Ser

Asp

va'l

110

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

95

r Lys Leu Thr val Leu Gly

Gly

15

Ala

L.eu

Phe

Leu

Ser

95

Gly

Gin

AsSn

Leu

Ser

Arg

80

Leu



<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(033)

<223> L=CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L-CDR3

<400> 39

Gln Ser val Leu Thr

1 5

Arg val Thr Ile Ser

20
Thr val Asn Trp Tyr
35

Ile Tyr Gly Ala Thr
50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Ser Gly Pro val Phe
100

<210> 40

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(033)

<223> L~-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

.140 Tight chain

Gln

Cys

Gln

Asn

Thr

70

ASDp

Gly

Pro

Ser

Gin

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

46

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

.159 light chain

5307091

Ala
10

Ser Gly

Ser Ser Asn

Gly Thr Ala

Gly val Pro

60

Ala 1le

75

Leu

Ser Ser

S0

Trp

Lys Leu Thr

Page 32

Thr

Ile

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

ser
L.eu
Phe
Leu
Ser
95

Gly

GlIn

Asn

Leu

Ser

Arg

80

Leu



530709_1
<220>
<221> MISC_FEATURE
<222> (90)..(99)
<223> L~CDR3
<400> 40
Gln Ser val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
1 5 10 15

Arg val Thr ITe Ser Cys Ser Gly Ser Thr Ser Asn Ile Gly Asn Asn
20 25 30

Tyr val Ser Trp Tyr Gln Gln Lteu Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

ITe T%r Gly Asn Ser Asn égg Pro Ser Gly val ggo Asp Arg Phe Ser
5

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 75 80

ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ala Trp Asp Asp Thr Leu

85 90 95
Asn Gly Pro val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110
<210> 41
<211> 111
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE ) _
<223> Clone XPA.15.167 1light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1

<220>

<221> MISC_FEATURE
<222> (5D..(53)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (90)..(99)
<223> L-CDR3

<400> 41
GIn ser val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
1 5 10 15

Arg val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Asn Asn
Page 33



20

Tyr val ggr Trp Tyr

Ile Tyr Gly Asp Ile

50

Gly Ser Lys Ser Gly
65

Ser Glu Asp Gliu Ala

85

Asn Gly Pro val pPhe

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

<220>
<221>
<223>

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

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

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

<400>

100

42

111

PRT

Homo sapiens

MISC._FEATURE

Clone XPA.15.

MISC_FEATURE
(26)..(33)
L-CDR1

MISC..FEATURE

(5D)..(53)
L~CDR2

MISC_FEATURE
(90)..099)
L-CDR3

42

Gin Ser val Leu Thr

1

5

Arg val Thr Ile Ser
20

Thr val ;gr Trp Tyr

ITe Tyr Asp Asn Asn

50

Gly ser Lys Ser Gly
65

Gln
Asn
Thr
70

Asp

Gly

169

Gin

Cys

Gln

Lys

Thr
70

25

Gin Leu Pro
40

Arg Pro Ser
55
ser Ala Ser

Tyr Tyr Cys

Gly Gly Thr
105

Tight chain

Pro Pro Ser
ser Gly Gly
25
Gln Leu Pro
Arg Pro Ala

55

Ser Ala Ser

530709.1
30

Gly Thr Ala Pro Lys Leu Leu
45

Gly val 260 Asp Arg Phe Ser

Leu Ala Ile Ser Gly Leu ggg

Ala Ala Trp Asp Asp Arg Leu
a0 95

Lys Leu Thr val teu Gly
110

Ala ser Gly Thr Pro Gly Gln
10 15

Ser Ser Asn Ile ggy Ser Asn
Gly Thr Ala Zgo Lys Leu Leu

Gly val Ego Asp Arg Phe Ser

Leu Ala Ile Ser Gly Leu ggg

Page 34



530709..1

Ser Glu Asp Glu g;a Asp Tyr Tyr Cys géa Ala Trp Asp Asp ggr Leu

Asn Gly Pro val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Gln ser
1

Arg val
Tyr val
Ile Tyr
Gly ser
65

ser Glu

Ser Pro

<210>
<211>
<212>

43

112

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..(53
L-CDR2

MISC_FEATURE
(90)~ . (100)
L-CDR3

43

val Leu ghr

Thr Ile Ser
20

Ser Trp Tyr
35

Gly Asn Ser
Lys Ser Gly

Asp Glu Ala
85

His val val
100

44
111
PRT

.013 1ight chain

Gln

Cys

Glin

AsSn

Thr

70

AsSp

Phe

Pro

ser

Glin

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

ser

ser

25

Pro

Ser

Ser

Cys

Ala
10

Ile
Gly
Gly
Leu
Ala
90

Thr

Ser

Ser

Thr

val

Ala

75

Ala

Lys

Gly

Asn

Ala

Pro

60

ITe

Trp

Leu

Page 35

Thr

Ile

Pro

45

Asp

ser

Asp

Thr

Pro

Gly

30

Lys

Arg

Gly

Asp

val
110

Gly

15

Ser

Leu

Phe

Leu

Ser

95

Leu

GlIn

Asn

Leu

Ser

Arg

80

Leu

Gly



<213>

<220>
<221>
<223>

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

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

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

<400>

Homo sapiens

MISC_FEATURE
Clonhe XPaA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE
(90)..(99
L-CDR3

44

GIn Ser val Leu Thr

1

Arg val

Tyr val

ITe Tyr
50

Gly Sser
65

Ser Glu

Asn Gly

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

<220>
<221>
<223>

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

<220>

Thr Ile ser
20

ser Trp Tyr
35

Ser Asn Asn
Lys Ser Gly

Asp Glu Ala
85

Leu val phe
100

45

112

PRT

HOmMO sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..034)
L~CDR1 :

.020 Tight chain

GIn

cys

Gln

Gln

Thr

70

Asp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

.017 Tight chain

530709_1

Ala

10

Ser

Gly

Gly

Leu

Ala

90

Lys

Ser

Ser

Thr

val

Ala

75

Ala

Leu

Gly

Asn

Ala

Pro

60

Ile

Trp

Thr

Page 36

Thr

Ile

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

LYyS

Arg

Gly

ASp

Leu
110

Gly
15

Asn
Leu
Phe
Leu
Ser
95

Gly

Glin

Asn

Leu

ser

Arg

80

Leu



<221> MISC_FEATURE

<222> (52)..(54)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (91)..(100)

<223> L-CDR3

<400> 45

Gln Ser val Leu Thr

1 5

Arg val Thr Ile Ser

20

Tyr Asp val His Trp
35

Leu Ile Tyr Gly Asn

50

Ser Gly Ser Lys Ser

65

Arg ser Glu Asp Glu

85
Leu Ser Gly Trp val
100

<210> 46

<211l> 113

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(34)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (52)..(54)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (91)..(10L)

<223> +-CDR3

<400> 46

Gin Pro

Cys Thr

Tyr GlIn

Ser Asn

55

Gly Thr
70

Ala Asp

pPhe Gly

Pro

Gly

GlIn

40

Arg

Ser

Tyr

Gly

Ser

Ser

25

Leu

Pro

Ala

Tyr

.009 1ight chain

530709_1

Ala ser

10

Ser Ser

Pro Gly

Ser Gly

Seyr Leu

75

Cys Ala
90

Thr Lys

Gly

Asn

Thr

val

60

Ala

Ala

Leu

Thr

Ile

Ala

45

Pro

Ile

Trp

Thr

Pro

Gly

30

Pro

ASp

Ser

ASp

val
110

Gly
15

Ala
Lys
Arg
Gly
ASp
95

Leu

Gln

Gly

Leu

Phe

Leu

80

Ser

Gly

GIn Ser val Leu Thr GlIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Glin
1 5 10 15

Page 37



530709_1

Arg val Thr gge Ser Cys Thr Gly ;gr Ser Ser Asn Ile Gly Ala Gly
30

Tyr Asp §§1 His Trp Tyr-Glin i%ﬁ Leu Pro Gly Thr Ala Pro Lys Leu
45

Leu gge Tyr Arg Asn Asp g;n Arg Pro Ser Gly gg? Pro Asp Arg pPhe

Ser Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu
65 70 75 80

Arg Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp His Ser
85 90 95

Leu Ser Ala His val val Phe Gly Gly Gly Thr Lys Leu Thr val Leu
100 105 110

Gly

<210> 47

<211> 111

<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.033 Tight chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDRL

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2?

<220>

<221> MISC_FEATURE

<222>  (90)..(99)

<223> L-CDR3

<400> 47

Gln Ser val Leu Thr GlIn Pro Pro Ser ?ga Ser Gly Thr Pro Gly Glin
1 5 5

Arg val Thr ﬁge ser Cys Ser Gly ;?r Ser Ser Asn Phe ggy Arg Arg

Thr val Asn Trp Tyr Gln Gln Lgu Pro Gly Thr Ala Pro Lys Leu Leu
35 4 45

Page 38



Ile Tyr Ser Asn Asn
50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Asn Gly Trp val Phe
100

<210> 48

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..099)

<223> L-CDR3

<400> 48

GIn Ser val Leu Thr

1 5

Arg val Thr Ile Ser

Tyr val Ser Trp Tyr
35

ITe Tyr Gly Asn Ser

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85

lL.eu
Thr
70

AsSp

Gly

037

Gln

Cys

GlIn

Asn

Thr

70

ASp

Arg Pro Ser
55

ser Ala ser
Tyr Tyr Cys

Gly Gly Thr
105

Tight chain

Pro Pro Ser

Ser Gly Arg

25

GIn Leu Pro

40

Arg Pro Ser

55

Ser Ala Ser

Tyr Tyr Cys

530709_1

Gly val ggo Asp Arg Phe Ser

Leu Ala Ile Ser Gly Leu ggg

90

Lys Leu Thr val Leu Gly
110

Ala

10

Ser

Gly

Gly

Leu

Ala
90

Ser

Ser

Thr

val

Ala

75

Ala

Gly

Asn

Ala

Pro

60

Ile

Trp

Page 39

Thr

Ile

Pro

45

Asp

Ser

ASp

Pro

Gly

30

Lys

Arg

Gly

ASp

Gly

15

Tyr

Leu

Phe

Leuy

Ser
95

Ala Ala Trp Asp Asp Ser Leu
95

Glin

Asn

Leu

Ser

Arg

80

Leu



530709_1

Ser Gly Pro val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105

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

<220>
<221>
<223>

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

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

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

<400>
Glin Ser
1

Arg val

Tyr val

Ite Tyr

50

Gly
65

ser

ser Glu

Asn Gly

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

<220>
<221>
<223>

49

111

PRT

Homo sapiens

MISC._ . FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
51D ..(53)
L-CDR2

MISC_FEATURE
(90)..(99)
L~CDR3

49
val Leu ghr

Thr Ile

20

ser

Ser
35

Trp Tyr

Gly Asn Ser

Lys Ser Gly

Ala
85

Asp Glu

val pPhe

100

val

50
112
PRT

Homo sapiens

MISC_FEATURE

.042 Tight chain

Glin

Cys

Gln

Asn

Thr

70

Asp

Gly

Pro

Ser

Glin

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Arg

25

Pro

Ser

Ser

cys

Thr
105

Clone XPA.15.036 1ight chain

Ala
10

Ser Gly

Ser Ser Asn

Gly Thr Ala

Gly val pro

60

Ala Tle

75

Leu

Ala Ala

30

Trp

Lys Leu Thr

pPage 40

Thr

Ile

Pro

45

Asp

Ser

Asp

val

110

Pro

Glu

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

ASn
Leu
Phe
Leu
ser
95

Gly

Gln

Asn

Leu

ser

Arg

80

Leu



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

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

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

<400>

§1n Ser val Leu Thr

MISC_FEATURE
(26)..(34)
L-CDR1

MISC_FEATURE
(52)..054
L-CDR2

MISC_FEATURE
(91)..(100)
L.-CDR3

50

Arg val Thr Ile ser

20

Tyr Asp val His Trp

35

Leu ITe Tyr Asp Asn
50

Ser Gly ser Lys Ser

65

Arg Ser Glu Asp Glu

85

His Leu His ya} Leu

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

<220>
<221>
<223>

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

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

<220>
<221>

100

51
112
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L~-CDR1

MISC_FEATURE

(51)..(53)
L-CDR2

MISC_FEATURE

Gln

Cys

Tyr

Ash

Gly

70

Ala

Phe

Pro

Thr

Glin

LyS

Thr

Asp

Gly

Pro

Gly

Gin

40

Arg

Ser

Tyr

Gly

Ser

ser

25

lLeu

Pro

Ala

.047 Tight chain

530709_1

Ala ser

10

Ser Ser

Pro Gly

Ser Gly

Ser Leu
75

Cys Ala

Thr Lys

Gly

Asn

Thr

val

60

Ala

Ser

Leu

Page 41

Thr

Ile

Ala

45

Pro

Ile

Trp

Thr

Pro

Gly

30

Pro

ASp

Ser

Asp

val
110

Gly
15

Ala
Lys
Arg
Gly
Asp
95

Leu

Gln

Gly

Leu

Phe

Leu

80

Ser

Gly



<222>
<223>

<400>

(90)..(100)
L-CDR3

51

Gin Ser val Leu

1

Arg val
Ser val

Ile Tyr
50

Gly Ser
65

Ser Glu
ser Pro

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

<220>
<221>
<223>

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

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

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

<400>

Thr

His

35

Gly

Lys

ASp

His

52
111
PRT

Ile

20

Trp

Ash

Ser

Glu

val
100

Thr

Ser

Tyr

Ser

Gly

Ala

85

val

Home sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC..FEATURE

(51)..(53)
L-CDR2

MISC_FEATURE
(90)..099)
L-CDR3

52

Gin Pro Pro

Cys Ser Gly

GIn G1n Leu
40

Asn Arg Pro
55

Thr Sser Ala
70

Asp Tyr Tyr

rPhe Gly Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

.007 light chain

530709_1

Ala
10

Ser
Gly
Gly
Leu
Ala
90

Thr

Ser

ser

Thr

val

Ala

75

Ala

Lys

Gly

Asn

Ala

Pro

60

Ile

Trp

[eu

Thr

Ile

Pro

45

ASD

Ser

Asp

Thr

Pro

Gly

30

LysS

Arg

Gly

Asp

val
110

Gly
15

Gly
L.eu
Phe
Leu
Ser
95

Leu

GIn

Asn

Leu

Ser

Arg

80

Leu

Gly

GIn Ser val Leu Thr Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln

1

5

10

15

Arg val Thr Ile Ser Cys Ser Gly Asn Ser Ser Asn Ile Gly Asn Ser
20 25 30

Page 42



Tyr val Ser Trp Tyr
35

ITe Tyr Ser Asn Asp

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Ser Gly Pro val Phe
100

<210> 53

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15,

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L-CDR3

<400> 53

GIn Ser val Leu Thr

1 5

Arg val Thr Ile Ser

20

Thr val Asn Trp Tyr
35

ITe Tyr Arg Asn Asn

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

Gln
Ile
Thr
70

Asp

Gly

074

Gln

Cys

Gln

Gln

Thr

70

Asp

Gln Leu Pro

40

Arg
55

Pro Ser

Ser Ala Ser

Tyr Tyr Cys

Thr
105

Gly Gly

1ight chain

Pro Pro Ser

Ser ser

25

Gly

Gln Leu Pro

40

Arg
55

Pro Ser

ser Ala Ser

Tyr Tyr Cys

530709_1
Gly Thr Ala

Gly val pro

60

Leu Ala Ile
75

Ala Ala Trp
90

Lys teu Thr

Ala Ser
10

Gly
ser Ser Asn
Ala

Gly Thr

Pro
60

Gly val

Leu Ala Ile

75

Ala Ala Trp
Page 43

Pro

45

Asp

Ser

Asp

val

Thr

Ile

Pro

45

AsSp

Ser

ASp

Lys

Arg

Gly

Asp

Leu
110

Pro

Gly

30

Lys

Arg

Gly

Asp

l.eu Leu

Phe Ser

Leu Arg

Ser Leu
95

Gly

Gly
15

Ser Asn

Leu Leu

Phe Ser

Leu Arg

80

Ser lLeu



85

530709_1
90

95

Ser Gly Pro val Phe Gly Gly Gly {3% Lys Leu Thr val Leu Gly

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

<220>
<221>
<223>

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

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

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

<400>
Gln Ser
1

Arg val

Tyr val

Ile

Gly
65

ser Glu

Ser Pro

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

100

54
112
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC._FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE
(90) ..(100)
L-CDR3

54

val Leu ghr

ITe
20

Thr Ser

Trp Tyr

Gly Asn Ser

Lys Ser Gly

Ala
85

Asp Glu

val val

100

His

35
112
PRT

Homo sapiens

.085 Tight chain

Glin

cys

Gln

Asn

Thr

70

Asp

rhe

Pro

ser

Gln

Arg

55

ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Ala
10

Ser Gly

ITe Ser Asn

Gly Thr Ala

Gly val pPro

60

Ala Ile

75

teu

Ala Ala

90

Trp

Thr Lys Leu

Page 44

Thr
Ile
Pro
45

Asp
ser

Asp

Thr

110

Pro

Gly

30

Lys

Arg

Gly

ASp

val
110

Gly
15

Ser
Léu
Phe
Leu
Ser
95

Leu

Gln

Asn

Leu

Ser

Arg

80

Leu

Gly



<220>
<221>
<223>

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

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

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

<400>

Gln Ser
1

Arg val
Tyr val

Ile Tyr
50

Gly Sser
65 -

Ser Glu
ser Pro

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

<220>
<221>
<223>

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

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

MISC_FEATURE
Clone XPA.1l5

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

(51)..(53)
L-CDR2

MISC_FEATURE
(90)..(100)
L~CDR3

55

val Leu Thr

Thr Ile Ser
20

ser Trp Tyr
35

Gly Asn Ser
Lys Ser Gly

Asp Giu Ala
85"

His val val
100

56
111
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L~-CDR1

MISC_FEATURE
(51)..(053)
L-CDR2

.075 light chain

Glin

Cys

Gin

Asn

Thr

70

Asp

Phe

Pro

Ser

GlIn

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

ser
sSer
25

Pro
Ser

Ser

Cys

.082 Tight chain

530709_1

Ala

10

Ile

Gly

Gly

Leu

Ala

90

Thr

Ser

Ser

Thr

val

Ala

75

Ala

Lys

Gly

Asn

Ala

Pro

60

Ile

Trp

Leu

Page 45

Thr

Ile

Pro

45

Asp

Ser

Asp

Thr

Pro

Gly

30

Lys

Arg

Gly

Asp

val
110

Gly
15

Ser
Leu
Phe
Leu
Ser
95

Leu

Glin

Asn

Leu

Ser

Arg

80

Leu

Gly



530709_1
<220>
<221> MISC_FEATURE
<222> (90)..(99)
<223> L-CDR3
<400> 56

Gln Ser val teu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
1

arg val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Ser Asn
20 25 30

Thr val Thr Trp Tyr GIn Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

Ile g%r Sser Ash Asn Gin égg Pro Ser Gly val 280 Asp Arg Phe Ser

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 75 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Thr Trp Asp Asp Ser Leu

85 90 95
Ser Gly Trp val phe Gly Gly Gly Thr Lys Leu Thr val teu Gly
100 105 110
<210> 57
<211> 111
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE _
<223> Clone XPA.15.066 light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (90)..(99)
<223> L-CDRS3

<400> 57
GIn Ser val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
1 5 10 15

Arg val Thr Ile Ser Cys Ser Gly Gly Asn Ser Asn Ile Gly Ser Asn
Page 46



20

Tyr val Ser Trp Tyr

35
Ile Tyr Arg Asn Asn

50
Gly Ser Lys Ser Gly
65
ser Glu Asp Glu Ala
85
Ser Gly Arg val Phe
100

<210> 58
<211> 112
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(34)
<223> L-CDR1
<220>
<221> MISC_FEATURE
<222> (52)..(548)
<223> L~CDR2
<220>
<221> MISC_FEATURE
<222> (91)..(100)
<223> L-CDR3
<400> 58

GIn Ser val Leu Thr
1 5

Gln

GIn

Thr

70

ASp

Gly

.080

GIn

Arg val Thr 1le Ser Cys

20

Tyr val §?1 His Trp

Leu ITe Tyr Thr Asn
50

ggr Gly Ser Lys Ser

Tyr

AsSp

Gly
70

GIn Leu Pro

40

Arg Pro Ser

55

Ser Ala Ser

Tyr Tyr Cys

Thr
105

Gly Gly

Tight chain

Pro Pro Ser

Thr Gly Ser

25

GlIn
40

Gln Leu

Gln
55

Arg Pro

Thr Ser Ala

530709_1
Gly Thr Ala
Gly val Pro
60
Leu Ala 1le
75

Ala Ala Trp
90

Lys Leu Thr

Ala ser Gly
10

Ser Ser Asn
Pro Gly Thr

ser Gly val
60

Ser Leu Ala

Page 47

Pro

45

Asp

Ser

ASp

val

Thr

Tle

Ala
45

Pro

30

Lys

Arg

Gly

Asp

Leu
110

Pro

Gly Ala
30

Pro

Asp

Ser

Leu Leuy
Phe Ser
Leu Arg
80
Ser Leu

95

Gly

Gly Gln
15

Lys Leu
Phe

Arg

Leu
80

Gly



5307091

Arg Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Arg Ser
85 90 95

Leu Ser Gly Ser val phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110

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

<220>
<221>
<223>

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

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

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

<400>

59

112

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..033)
L-CDR1

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE
(80)..(100)
L~CDR3

59

Gln Ser val Leu Thr

1

Arg val

Tyr val

ITe Tyr
50

Gly ser
65

Ser Glu

Thr ITe Ser
20

Ser Trp Tyr
35

Gly Asn Ser

Lys Ser Gly

Asp Glu Ala
85

Ser Pro His val val

<210>
<211>
<212>

100

60
111
PRT

.099 Tight chain

Gln

Cys

GlIn

Asnh

Thr

70

ASp

Phe

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Gly

Ala
10

Ile
Gly
Gly
Leu
Ala
90

Thr

Ser

Ser

Thr

val

Ala

75

Ala

LyS

Gly

Asn

Ala

Pro

60

Ile

Trp

Leu

Page 48

Thr

Ile

Pro

45

ASp

ser

ASp

Thr

Pro

Gly

30

Lys

Arg

Gly

Asp

val
110

Gly
15

Ser
Leu
Phe
Leu
Ser
95

Leu

Gln

Asn

Leu

ser

Arg

80

Leu

Gly



530709_1
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.102 light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> L~CDbR2

<220>

<221> MISC_FEATURE
<222> (90)..(99)
<223> L-CDR3

<400> 60

Gln Ser val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
1

Arg val Thr %ée Ser Cys Ser Gly %gr Thr Ser Asn Ile ggy Asn Ash

Tyr val Ser Trp Tyr Gln GlIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

ITe Tyr Gly Asn Ser Asn Arg Pro Ser Gly val Pro Asp Arg Phe Ser
50 55 60

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 75 80

ser Glu Asp Glu géa Asp Tyr Tyr Cys ggr Ala Trp Asp Asp Thr Leu
95

Asn Gly Pro val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110

<210> 61
<211> 112
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.115 1ight chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDRL

<220>
Page 49



<221>
<222>
<223>

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

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

<400>

GIn Ser val Leu Thr
1

Arg val

Tyr val

ITe Tyr

Gly Ser
65

ser Glu

Ser Pro

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

<2205
<221>
<223>

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

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

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

misc_feature
(39)..(39)

536709_1

Xaa can be any naturally occurring amino acid

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE
(90)..(100)
L-CDR3

61

Thr Ile ser
20

Ser Trp Tyr
35

Gly Asn Ser

Lys Ser Gly

Asp Glu Ala
85

His val val
100

62

111

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L~CDR1

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE
(90)..(99
L-CDR3

GIn Pro

Cys Ser

GIn Xaa

Asn Arg

55

Thr Ser
70

Asp Tyr

Phe Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

ser

25

Pro

ser

Ser

Cys

.111 1ight chain

Ala

10

Ile

Gly

Gly

Leu

Ala

90

Thr

Ser

Ser

Thr

val

Ala

75

Ala

Lys

Gly

Asn

Ala

Pro

60

Ile

Trp

Leu

pPage 50

Thr Pro

ITe Gly
30

Pro Lys
45

Asp Arg

Ser Gly

Asp Asp

Thr val
110

Gly
15

Ser
Leu
Phe
Leu
Ser
95

l.eu

GlIn

Asnh

Leu

Ser

Arg

80

Leu

Gly



<400>

Gin Ser
1

Arg val

Thr val

IlTe Tyr

50

Gly
65

Ser

Ser Glu

Asn Gly

<210
<211>
<212>
<213>

<220>
<221>
<223>

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

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

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

<400>

62

val Leu Thr

Ile
20

Thr Ser

Asn
35

Trp Tyr

Gly Asn Ser

Lys Ser Gly

Ala
85

Asp Glu

val Phe

100

Pro

63
111
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
L.-CDR1

MISC_FEATURE
(51)..(53)
L~CDR2

MISC_FEATURE
(90)..099)
L-CDR3

63

Glin

cys

GlIn

Asn

Thr

70

Asp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Ser

Ala

Tyr

Gly

Ser

Ser

25

Pro

ser

Ser

Cys

Thr
105

.142 Tight chain

530709_1

Ala Ser Gly
10

Ser Ser Asn

Gly Thr Ala

val Pro

60

Gly

Ala Ile

75

Leu

Ala Ala

390

Trp

Lys Leu Thr

Thr

Ile

Pro

45

ASp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

ASp

Leu
110

Gly

15

Ser

Leu

Phe

Leu

Arg

95

Gly

Gln

Asn

Leu

Ser

Arg

80

Leu

G1n Ser val Leu Thr Gin Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn
1 5 10 15

Arg val Thr %ée Ser Cys Ser Gly ggg Asn Ser Asn Ile ggy Ser Asn

Tyr val Ser Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
35

40

Page 51
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Ile Tyr Arg Asn Asn
50

Gly Ser Lys Ser Gly

65

Ser Glu Asp val Ala

85
Asn Phe val val pPhe
100

<210> 64

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15,

<220>

<221> MISC_FEATURE

<222 (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (D).

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L-CDR3

<400> 64

GIn Ser val Leu Thr

1 5

Arg val Thr Ile Ser

20
ser val Asn Trp Tyr
35

Ile Tyr Gly Asn Ser
50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85

Gln
Thr
70

Asp

Gly

146

Gln

Cys

GlIn

Asn

Thr

70

Asp

Arg Pro Ser
55
Ser Ala Ser

TYyr Tyr Cys

Gly Gly Thr
105

Tight chain

Pro Pro Ser

Thr
25

Ser Gly

GIn Leu

40

Pro

Arg
55

Pro Ser

ser Ala Ser

Tyr Tyr Cys

530709_1

Gly val 250 Asp Arg Phe Ser

Leu Ala Ile Ser Gly Leu Arg
80

75

90

Ser Ser Tyr Ala Gly Ser Asn
95

Lys teu Thr val Leu Gly

Ala
10

Ser Gly

Asp Ser Asn

Gly Thr Ala

Gly val pro

60

Ala Ile

75

Leu

Ala
90

Ala Trp

Page 52

Thr

Phe

Pro

45

ASp

Ser

ASp

110

Pro Gly Gln

15

Gly Ser

30

Asn

Lys Leu Leu

Arg Phe Ser

Gly Leu Arg

80

ser
95

Asp Leu



Asn Gly Trp val phe Gly Gly Gly

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

<220>
<221>
<223>

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

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

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

Arg val

Tyr Asp

Leuy Ile
50

ser Gly
65

Arg Ser

Asn Gln

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

<220>
<221>

100

65

112

PRT ‘
HOmo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
26)..034)
L-CDR1

MISC_FEATURE
(52)..054)
L-CDR2

MISC_FEATURE
(91)..(100)
L-CDR3

65

val Leu Thr

Thr Ile Ser
20

val His Trp
35

Tyr Gly Asn

Ser Lys .Ser

Glu Asp Glu
85

phe val Ile
100

66

111

PRT

Homo sapiens

MISC_FEATURE

530709_1

Thr Lys Leu Thr val
105

.144 Tlight chain

Gln

cys

Tyr

Ser

Gly

70

Ala

Phe

Pro

Thr

Gln

Asn

55

Thr

Asp

Gly

Pro

Gly

Gln

40

Arg

Ser

Tyr

Gly

Ser

Ser

25

L.ey

Pro

Ala

Tyr

Gly

Ala ser

10

Ser Ser

Pro Gly

Ser Gly

Ser Leu
75

Cys Thr

Thr Lys

Page 53

Gly

AsSn

Thr

val

60

Ala

Ser

Leu

Thr

ITe

Ala

45

Pro

Ile

Tyr

Thr

Leu
110

Pro

Gly

30

Pro

ASp

Ser

Thr

val
110

Gly

Gly
15

Ala
Lys
Arg
Gly
Gly
95

Leu

Gln

Gly

Pro

Phe

Leu

80

Asn

Gly



<223>

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

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

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

<400>

GIn ser
1

Arg val
Phe val

Ile Tyr
50

Gly Ser
65

ser Glu
Arg Gly

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

<220>
<221>
<223>

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

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

<220>

Clone XPA.15.154 Tight chain

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(51)..0(53)
L-CDR2

MISC_FEATURE
(90)..(99)
L~CDR3

66

val Leu Thr

Thr Ile Ser
20

Ser Trp Tyr
35

Gly Asn Ser

Lys Ser Gly

Asp Glu Ala
85

pro val Phe
100

67

112

PRT .
Homo sapiens

MISC._FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(5D ..(53)
L-CDR2

Gln

Cys

Gln

Asn

Thr

70

Asp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Ile

25

Pro

Ser

Ser

Ccys

Thr
105

.158 Tight chain

530709_1

Ala
10

Ser
Gly
Gly
Ley
Ala
90

Lys

Ser

Ser

Thr

val

Ala

75

Ala

Leu

Gly

Asn

Ala

Pro

60

1le

Trp

Thr

Page 54

Thr

Ile

Pro

45

ASp

Ser

ASp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

Asn
Leu
Phe
l.eu
Ser
95

Gly

Gin

Asn

Leu

ser

Arg

80

Pro



<221>
<222>
<223>

<400>

Gln Ser
1

Arg val

Ala val

ITe Tyr

Gly Sser
65

ser Glu

Ile Gly

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

<220>
<221>
<223>

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

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

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

<400>

1

MISC_FEATURE
(90)..(100)
L~-CDR3

67

val Leu ghr

Thr ITe Ser
20

Asn Trp Tyr
35

Arg Ser Asp

Lys Ser Gly

Asp Glu Ala
85

His Trp val

68

111

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

(51)..(53)
L-CDR2

MISC_FEATURE
90)..(99)
L~-CDR3

68

GTn Pro
Cys Ser
Gin GIn
GIn Arg

55

Thr Ser
70

Asp Tyr

Phe Gly

Pro

Gly

l.eu

40

Leu

Ala

Tyr

Gly

Ser

cys

25

Pro

Ala

Ser

Cys

.155 Tight chain

5307091

Ala
10

Ser
Gly
Gly
Leu
Glin
90

Thr

Ser

Ser

Thr

val

Ala

75

Ser

Lys

Gly

Asn

Ala

Pro

60

Ile

Tyr

Leu

Thr

Ile

Pro

45

Asp

Ser

ASp

Thr

Pro

Gly

30

Lys

Arg

Gly

Ser

val
110

Gly
15

Asn

‘Leu

Phe

Leu

Ser

95

Leu

Gln

Asn

Leu

Ser

Arg

80

leu

Gly

G1n Ser val Leu Ehr GIn Pro Pro Ser Aga ser Gly Thr Pro Gly Gln
1 15

Arg val Thr Ile Ser Cys Ser Gly Ile Ser Ser Asn Ile Gly Asn Asn
20 25

Page 55

30



Phe val Ser Trp Tyr
35

Ile Tyr Gly Asn Ser

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Arg Gly Pro val phe
100

<210> 69

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2 .

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L-CDR3

<400> 69

GIn Ser val Leu Thr

1

5

Arg val Thr %1& Ser

Tyr val Ser Trp Tyr
35

Ile Tyr Gly Asn Ser

50

Gly Ser Lys Ser Gly
65

GlIn

Asn

Thr

70

ASp

Gly

165

GIn

Cys

Gin

Asn

Thr
70

Gin Leu

40

Pro

Arg Pro Ser

55

Ser Ala Ser

Tyr Tyr Cys

Thr
105

Gly Gly

Tight. chain

Pro Pro Ser

Gly Arg

ser
: 25

Gin Leu Pro

40

Arg Pro ser

55

Ser Ser

530709_1
Gly Thr Ala

Gly val Pro
60

Leu Ala Ile

Ala Ala Trp
90

Lys Leu Thr

Ala Ser
10

Gly

Ser Ser Asn

Gly Thr Ala

Gly val Pro

60

Leu Ala Ile

75

Page 56

Pro

45

AsSp

Ser

Asp

val

Thr

Ile

Pro

45

Asp

Ser

Lys

Arg

Gly

AsSp

Leu
110

Pro
Gly
30

Lys

Arg

Gly

Leu Leu

Phe Ser

Leu Arg
80

Ser Pro
95

Gly

Gly Gln
i5

Tyr Asn
Leu Leu

Phe Ser

Leu Arg
80



ser Gly Pro val Phe Gly Gly

100

<210> 70

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2Z

<220>

<221> MISC_FEATURE

<222> (90)..(99)

<223> L-CDR3

<400> 70

Gln Ser val Leu Thr

1 5

Arg val Thr Ile Ser

20

Tyr val Ser Trp Tyr
35

Ile Tyr Gly Asn Ser

50

Gly Ser Lys Ser Gly

65

ser Glu Asp Glu Ala

85
Asn Gly Pro val Phe
100

<210> 71

<211> 111

<212> PRT

<213> Homo sapiens

530709_1
Ser Glu Asp Glu gga Asp Tyr Tyr Cys géa Ala Trp Asp Asp Sgr Leu

Gly Thr Lys teu Thr val Leu Gly

105

.023 1ight chain

Gin

Ash
Thr
70

Asp

Gly

Pro

Ser

Gin

Arg

55

Ser

Tyr

Gly

Pro

Gly

Ley

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

Ala
10

Thr
Gly
Gly
Leu
Ser
90

Lys

ser

Ser

Ala
75

Ala

Leu

Gly

Asn

Ala

Pro

60

Ile

Trp

Thr

Page 57

Thr

Ile

Pro

45

Asp

Ser

AsSp

val

110

Pro

Gly

30

LyS

Arg

Gly

ASp

Leu
110

Gly
15

Asn
ieu
Phe
Leu
Thr
95

Gly

Gln

Asn

Leu

Ser

Arg

80

Leu



<220>
<221>
<223>

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

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

<400>
1

Arg val

Thr val

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

L. .3
L-CDR2

MISC_FEATURE
(90)..(9%
L~-CDR3

71

Gln ser val Leu Thr
5

Thr Ile Ser
20

ser Trp Tyr
35

ITe Tyr Asp Asn Asn

50

Gly ser
65

Lys Ser Gly

Ser Glu Asp Glu Ala

Ser Ala

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

<220>
<221>
<223>

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

<220>
<221>
<222>

85

Trp val Phe
100

72

111

PRT

Homo sapiens

MISC_ FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
L-CDR1

MISC_FEATURE
GD..GH

.022 Tight chain

Gln Pro

Cys Ser

GIn Gln

Glu Arg

55

Thr ser
70

Asp Tyr

Gly Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser

Thr

25

Pro

ser

Ser

Cys

Thr
105

.019 Tight chain

5307091

Ala Ser
10

Ser Ser

Gly Thr

Gly val

Leu Ala
75

Ala Ala
S0

Lys Leu

Gly

Asn

Ala

Pro

60

Ile

Trp

Thr

Page 58

Thr

Leu

Pro

45

ASp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly

15

Ser

Leu

Phe

Leu

Ser

95

Gly

Gln

His

Leu

Ser

Arg

80

Leu



<223> 1.-CDR2

<220>

<221> MISC_FEATURE

<222> (90)..(99

<223> L-CDR3

<400> 72

GIn Ser val Leu Thr

1 5

Arg val Thr Ile ser

20
Ala val Asn Trp Tyr
35

ITe Tyr Ser Asn Asn
50

Gly Ser Lys Ser Gly

65

ser Glu Asp Glu Ala

85
ser val Trp val phe
100

<210> 73

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone Xpa.15.

<220>

<221> MISC_FEATURE

<222> (26)..(33

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (GL..GH

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222>  (90)..(99)

<223> L-CDR3

<400> 73

1

5

Glin

Cys

GlIn

GIn

Thr

70

Asp

Gly

021

Pro Pro Ser

Ser Gly Ser

25

Gin Leu

40

Pro

Arg Pro Ser

55

Ser Ala Ser

Tyr Tyr Cys

Thr
105

Gly Gly

Tight chain

GIn Ser val Leu Thr Gln Pro Pro Ser A
1

5307091

Ala
10

Ser
Gly
Gly
Leu
Gly
90

Lys

Ser

Ser

Thr

val

Ala

75

Thr

leu

Gly

ASh

Ala

Pro

60

Ile

Trp

Thr

Page 59

Thr

Ile

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Ley
110

la ser Gly Thr Pro Gly
0

Gly
15

Asnh
Leu
Phe
Leu
Ser
95

Gly

15

Gln

Ash

Leu

Ser

Arg

80

L.eu

GIn



Arg val Thr Ile Ser
20

Pro val gsn Trp Tyr
5

Ile Tyr Asp Asn Ser
50

Gly Ser Lys Ser Gly
65

Ser Glu Asp Glu Ala
85

ser val Trp val Phe
100

<210> 74
<211> 112
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.1l5

<220>

<221> MISC_FEATURE
<222> (26)..(34)
<223> L-CDR1

<220>

<221> MISC_FEATURE
<222> (52)..(54)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (91)..(100)
<223> L-CDR3

<400> 74

Gln Ser val Leu Thr
1 5
Arg val Thr §1e Ser
Phe Asp val His Trp
35
Leu Ile Tyr Ser Asn
50

Ser Gly Ser Lys Ser

Cys

Gin

Lys

Thr

70

ASp

Gly

.006

Gln

Cys

Tyr

Asnh

Gly

Ser

Gln

Arg

55

Ser

Tyr

Gly

Gly Ser
25

Leu Pro

40

Pro Ser

Ala Ser

Tyr Cys

Gly Thr
105

Tight chain

Pro

Thr

Gln

Gln

55

Thr

Pro Ser
Gly Thr

25
GIn Leu
40

Arg Pro

Ser Ala Ser Leu Ala

530709_1
Ser Ser Asn

Gly Thr Ala
Gly val Pro

60
Leu Ala Tle
Gly Thr Trp

90

Lys Leu Thr

Ala Ser Gly
10

Ser Ser Asn
Pro Gly Thr

Ser Gly val
60

Page 60

ITe
Pro
45

ASp
Ser

Asp

val

Thr
Ile
Ala
45

Pro

Ile

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Pro
Gly
30

Pro

Asp

Ser

Ser Asn

Leu Leu

Phe sSer

Leu Arg

80

Ser Leu
95

Gly

Gly GlIn
15

Ala Gly
Lys Leu

Arg Phe

Gly Leu



530709_1
65 70 75 80

Arg Ser Glu Asp ggu Ala Asp Tyr Tyr ggs Ala Ala Trp Asp gsp Ser
5

Leu Asn Gly Leu val Phe Gly Gly Gly Thr Lys Leu Thr val teu Gly
100 105 110

<210> 75

<211> 111

<212> PRT .
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.026 1light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L~CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (90).. (99
<223> L-CDR3

<400> 75

Gln Ser val Leu Thr GlIn Pro Pro Ser Ala Ser Gly Thr pro Gly GlIn
1

Arg val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Asn Asn
20 25 30

Tyr val Ser Trp Tyr GIn GlIn Leu Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

Tle Tyr Gly Asn Ser Asn Arg Pro Ser Gly val Pro Asp Arg Phe Ser

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 75 80

Ser Glu Asp Glu gga Asp Tyr Tyr Cys Sga Ala Trp Asp Asp Ser Leu
95

Asn Gly Pro val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
100 105 110

<210> 76
<211> 111
Page 61



<212>
<213>

<220>
<221>
<223>

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

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

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

<400>
Gin Ser
1

Arg val

Tyr Asp

Leu Ile
50

ser Gly
65

Arg Ser

Leu Gly

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

<220>
<221>
<223>

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

PRT ,
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..0348
L-CDR1

MISC_FEATURE
(52)..054)
L-CDR2

MISC . FEATURE
(91)..(099)
L~-CDR3

76

val Leu Thr

Thr Ile sSer
20

val His Trp
35

Tyr Lys Asn

ser Lys Ser

Glu Asp Glu
85

Gly val Phe
" 100

77

109

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

-043 1ight chain

Gln Pro

Cys Thr

Tyr GlIn

Asn Gln

55

Gly Thr
70

Ala Asp

Gly Gly

Pro

Gly

Gln

40

Arg

Ser

Tyr

Gly

Ser

Ser

25

l.eu

Pro

Ala

Tyr

Thr
105

.048 1ight chain

530709_1

Ala Ser
10

Ser Ser

Pro Gly

ser Gly

Ser Leu
75

Cys Ala
90

Lys Leu

Gly

Asnh

Thr

val

60

Ala

Ala

Thr

Page 62

Thr

Ile

Ala

45

Pro

Ile

Trp

val

Pro

Gly

30

Pro

Asp

Ser

ASp

Leu
110

Gly
15

Ala
Lys
Arg
Gly
Asp
95

Gly

Gln

Gly

l.eu

Phe

Leu

80

ser



530709_1
<220> .
<221> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2

<2205 . _

<221 MISC_FEATURE"

<222> (90)..(97)

<223> L-CDR3

<400> 77

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

Arg val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Asn Ser
20 25 30

Ala val égn Trp Tyr GIn Gln Lgu Pro Gly Thr Ala Zgo Lys Leu Leu
4

ITe Tyr Asp Asn Asn Lys Arg Pro Ser Gly val Pro Asp Arg Phe Ser

50 55 60
Gly Ser Lys Ser Gly Thr ser Ala Ser Leu Ala Ile Ser Gly Leu Arg
65 70 . 75 80
Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Glin val Trp Asp Ser Gly Thr
85 90 95
Ala val phe Gly Gly Gly Thr Lys teu Thr val Leu Gly
100 105
<210> 78
<211> 111
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA,15.062 1ight chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> L-CDR2

<220>

<221> MISC_FEATURE
<222> (90)..(99
<223> L-CDR3

<400> 78

GIn Ser val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln
Page 63



1 5
Arg val Thr Ile Ser
20

Tyr val Ser Trp Tyr
35

Ile Tyr Gly Asn Ser

50

Gly Ser Lys Ser Gly

65

Ser Glu Asp Glu Ala

85
Asn Gly Pro val Phe
100

<210> 79

<211> 111

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> L-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(53)

<223> L-CDR2

<220>

<221> MISC_FEATURE

<222>  (90)..(9%

<223> L-CDR3

<400> 79

Cys

GIn

Ash

Thr

70

Asp

Gly

059

g1n Ser val Leu Ehr Gln

Arg val Thr éle ser Cys

Tyr val Ser Trp Tyr Gln
35

ITe Tyr Ser Asn Asn
50

Gln

Ser Ser

25

Gly

GIn Leu Pro

40

Arg Pro Ser

55

Ser Ala ser

Tyr Tyr Cys

Thr
105

Gly Gly

Tight chain

Pro Pro Ser

Ser Gly Ser
25

Gln Leu Pro
40

530709_1

10

Ser Ser
Gly Thr
Gly val
Leu Ala
75

Ala Ala
90

Lys Leu

10

Asn Ile

Ala Pro

45

Pro
60

AsSp
ITe Ser
Trp Asp

Thr val

Gly

30

Lys

Arg

Gly

Asp

Leu
110

15

Asn

Leu

Phe

Leu

Ser

95

Gly

Asnh

Leu

Ser

Arg

80

Leu

Ala ser Gly Thr Pro Gly GlIn
15

Ser Ser Asn Ile Gly Asn Asp
30

Gly Thr Ala Zgo Lys Leu Leu

Arg Pro Ser Gly val Pro Asp Arg Phe Ser
55 60

Page 64



65

Gly Ser Lys Ser Gly Thr Ser Ala Ser
70

ser Glu Asp Glu gga Asp Tyr Tyr Cys

Asn Gly Leu val Phe Gly Gly Gly Thr
100 105

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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>
GIn Ser
1

Arg val

Thr val

1le Tyr
50

Gly Ser
65

Ser Glu

Asn Gly

80

111

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE
(G1)..(053)
L-CDR2

MISC_FEATURE
(90)..(9%
L-CDR3

80

val Leu Thr

Thr Ile Ser
20

Asn Trp Tyr
35

ASp ASn Asn
Lys Ser Gly

Asp Glu Ala
85

Trp vVal Phe
100

.064 1ight chain

Gin
cys
Gin
Ly;
Thr
70

ASpP

Gly

Pro

ser

Gin

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

Ser
Ser
25

Pro
Ser
Ser

Cys

Thr
105

5307091

Leu Ala Ile Ser‘G1y Leu ggg

90

Lys iLeu Thr val Leu Gly

Ala

10

Ser

Gly

Gly

Leu

Ala
90

Ser

Ser

Thr

val

Ala

75

Thr

Gly

Asn

Ala

Pro

60

Ile

Trp

Lys Leu Thr

Page 65

Thr

Ile

Pro

45

Asp

Ser

Asp

val

110

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

Arg
Leu
Phe
Leu
Ser
95

Gly

Ala Ala Trp Asp Asp ggr Leu

GIn

Arg

l.eu

ser

Arg

80

Leu



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

<220>
<221>
<223>

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

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

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

Arg val

Tyr val

ITe Tyr
50

Gly Sser
65

Ser Glu

Asn Gly

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

<220>
<221>
<223>

<220>
<221>

81
111
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

GD..6G3)
L-CDR2

MISC_FEATURE
(90)..099
L-CDR3

81

val Leu Thr

Thr Ile Ser
20

Ser Trp Tyr
35

Gly Asn Ser

Lys Ser Gly

Asp Glu Ala
85

Pro val Phe
100

82

111

PRT

Homo sapiens

MISC_FEATURE
Clona XPA.15

MISC_FEATURE

.068 Tight chain

Glin

Cys

Gln

Asnh

Thr

70

Asp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Ley

40

Pro

Ala

Tyr

Gly

Ser

ser

25

Pro

Ser

ser

Cys

Thr
105

.081 light chain

530709_1

Ala

10

Thr

Gly

Gly

Leu

Ser

90 .

Lys

Ser

Ser

Thr

val

Ala

75

Ala

Leu

Gly

Asn

Ala

Pro

60

Ile

Tre

Thr

Page 66

Thr

Ile

Pro

45

Asp

Ser

ASp

val

Pro

Gly

30

Lys

Arg

Gly

ASp

Leu
110

Gly
15

Asn
Leuy
Phe
Leu
Thr
95

Gly

Gin

Asn

Leu

ser

Arg

80

Leu



<222>
<223>

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

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

<400>

Gln ser val Leu
1

Arg val
Tyr val
ITe Tyr

50

Gly Ser

65

ser Glu

Asn Gly Pro

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

<220>
<221>
<223>

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

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

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

(26)..(33)
L-CDR1

MISC_FEATURE

(51)..(53)
L-CDR2

MISC..FEATURE
(90)..09%
L-CDR3

82

Thr

Ile
20

Thr Ser

ser
35

Trp Tyr

Asn Ser
Ser

Lys

Ala
85

Asp Glu

val Phe

100

83
111
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC._FEATURE
(51)..(53)
L~CDR2

MISC_FEATURE
90)..(099)
L~CDR3

Gly

é?n
Cys
Gln
Asn
Thr
70

Asp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

lLeu

40

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

.065 Tight chain

530709_1

Ala
10

Ser Gly

Thr Ser Asn

Gly Thr Ala

Gly val Pro

60

Ala Ile

75

Leu

Ser Ala

90

Trp

Lys Leu Thr

Page 67

Thr

Ile

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly
15

Ash
Leu
phe
Leu
Thr
95

Gly

Gln

Asn

Leu

ser

Arg

80

Leu



<400>

Gln ser
1

Arg val

Thr val

ITe Tyr

50

Gly
65

Ser

ser Glu

Ser

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

<220>
<221>
<223>

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

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

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

<400>

Gly

83

val Leu Thr

Ile
20

Thr Ser

Thr
35

Trp Tyr

Ser Asn Asnh

Lys Ser Gly

Ala
85

Asp Glu

val Phe

100

Trp

84
111
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1L

MISC_FEATURE

(51)..(53)
L~CDR2

MISC_FEATURE
90)..(9%
L~CDR3

84

Gin

Cys

Gln

GlIn

Thr

70

ASD

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Tyr

Gly

ser

Ser

25

Pro

Ser

Ser

Cys

Thr
105

.077 1ight chain

530709.1

Ala ser Gly
10

Ser Ser Asn

Gly Thr Ala

val Pro

60

Gly

Ala Ile

75

Leu

Ala Thr

90

Trp

Lys Leu Thr

Thr

Ile

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

ASp

Leu
110

Gly
15

Ser
Leu
Phe
L.eu
Ser
95

Gly

Gln

Asn

Leu

Ser

Arg

80

Leu

§1n Ser val Leu ghr GIn Pro Pro Ser éga Ser Gly Thr Pro Gly Gin

15

Arg val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Ser Asn
20 - 25 30

Ser val ggn Trp Tyr GIn GIn Leu Pro Gly Thr Ala Pro Lys Leu Leu

40

Page 68

45



Ile Tyr Asp
50

Gly Ser Lys
65
Ser Glu Asp
Ser Gly Pro val pPhe
100
<210> 85
<211> 111
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA,15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> L-CDR1
<220>
<221> MISC_FEATURE
<222> (1.3
<223> L-CDR2
<220>
<221> MISC_FEATURE
<222> (90)..(99)
<223> L-CDR3
<400> 85
GIn ser val Leu Thr Gin
1 5
Arg val Thr Ile Ser Cys
20
Thr val ggr Trp Tyr Gln
Ile Tyr Ser Asn Asn Gln
50
Gly Ser Lys Ser Gly Thr
65 70
Ser Glu Asp Glu gga Asp

Asn Asn Lys Arg Pro Ser
55
Ser Gly Thr Ser Ala Ser
70

Glu Ala Asp Tyr Tyr Cys
85

Gly Gly Gly Thr
105

.086 Tight chain

Pro

ser

GlIn

Arg

55

Ser

Tyr

Pro

Gly

L.eu

40

Pro

Ala

Tyr

Ser

Ser

25

Pro

Ser

Ser

Cys

5307091

Gly val ggo Asp Arg Phe Ser

Leu Ala Ile Ser Gly Leu égg

90

Ala Ala Trp Asp Asp ggr Leu

Lys Leu Thr val Leu Gly

Ala
10

Ser Gly

Ser Ser Asn

Gly Thr Ala

Gly val Pro

60

Ala Ile

75

Leu

Ala

Thr Trp
90

Page 69

Thr

Ile

Pro

45

ASp

Ser

Asp

110

Pro Gly Gln

15

Gly
30

ser Asn

Lys Pro Leu

Arg Phe Ser

Gly Leu Arg

80

Asp Ser Leu

95



530709_1

ser Gly Trp Vgg pPhe Gly Gly Gly ng Lys Leu Thr val Leu Gly
1

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

<220>
<221>
<223>

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

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

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

<400>
G1n Ser
1

Arg val

Phe val

Ile Tyr

50

Gly
65

ser

Ser Glu

Ser Gly

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

<220>
<221>
<223>

86
112
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_ FEATURE

G .. 053
L-CDR2

MISC_FEATURE
(90)..(100)
L-CDR3

86

val Leu Ehr

Ile
20

Thr Ser

Ser
35

Trp Tyr

ASp Asn Asp

Lys Ser Gly

Ala
85

Asp Glu

val
100

Pro Leu

87
110
PRT

Homo sapiens

MISC_FEATURE

GlIn

Cys

Gln

Gin

Thr

70

Asp

Phe

Pro

Ser

Gin

Arg

55

Ser

Tyr

Gly

Pro
Gly
Leu
40

Pro
Ala

Tyr

Gly

.088 1ight chain

Ser

Ser

25

Pro

Ser

Ser

Cys

Clone XPA.15.193 ?xght chain

Ala
10

ser

Ala Ser Asn

Gly Thr Ala

Gly val Pro

60

Ala Ile

75

Leu

GlIn
90

Ser Tyr

Thr Lys Leu

Page 70

Gly.

Thr

Leu

Pro

45

Asp

Ser

Asp

Thr

110

Pro

Gly

30

LyS

Arg

Gly

Ser

val
110

Gly
15

mMet
Leu
Phe
l.eu
Ser
95

leu

GIn

Leu
Ser
Arg
80

Leu

Gly



<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> LCDR1
<220>
<221> MISC_FEATURE
<222> (51)..(53)
<223> LCDRZ
<220>
<221> MISC_FEATURE
<222> (92)..(099%9)
<223> LCDR3
<400> 87
Asn Phe Met Leu Thr
1 -5
Thr val Ser Ile Ser
20
Tyr val GIn Trp Tyr
35
ITe Tyr Glu Asp Asn
50
Gly Ser Ile Asp Ser
65
Leu Lys Thr Glu Asp
85
ser Asn val val Phe
100
<210> 88
<211> 108
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> <Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(31)
<223> LCDRI
<220>
<221> MISC_FEATURE
<222> (49)..(5D
<223> LCDRZ
<220>
<221> MISC_FEATURE

GIn Pro
Cys Thr
Gin Gln
Gln Arg

55

Ser Ser
70

Glu Ala

Gly Gly

His

Gly

Arg
40

Pro

Asn

ASp

Gly

Ser

Ser

25

Pro

Ser

Ser

TYr

Thr
105

.194 Tight chain

530709_1

val

10

Ser

Gly

Gly

Ala

Tyr

90

Lys

Ser

Gly

Ser

val

Ser

75

cys

Leu

Glu

Ser

Ala

Pro

60

Leu

Gln

Thr

pPage 71

Ser

Ile

Pro

45

Asp

Thr

Ser

vai

Pro

Gly

30

Thr

Arg

Ile

TYr

Leu
110

Gly

15

ser

Thr

Phe

Ser

Tyr
95

Lys

Asn

val

Ser

Gly

80

Asn



530709_1
<222> (88)..(97)
<223> LCDR3
<400> 88
Ser Ser Glu Leu Thr GIn Asp Pro Ala val Ser val Ala Leu Gly Gln
1 5 10 15

Thr val Arg Iée Thr Cys GIn Gly égn Ser Leu Arg Ser gge Tyr Ala
2

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

Gly %55 Asn Ile Arg Pro Ser Gly Ile Pro Asp ggg Phe ser Gly Ser
55

Asn Ser Gly Asp Thr Ala Ser Leu Thr Ile Thr Gly Thr GIn Ala Glu

65 70 75 80
Asp Glu Ala Asp Tyr Tyr Cys Asn Ser Arg Asp Asn Asn Arg Asn His
85 90 95
Leu Leu Phe Ala Gly Gly Thr-Lys val Thr val Leu
100 105
<210> 89
<211> 115
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.195 Tight chain

<220>

<221> MISC_FEATURE
<222> (26)..(34)
<223> LCDRL

<220>

<221> MISC_FEATURE
<222> (52)..(58)
<223> LCDRZ

<220>

<221>. MISC_FEATURE

<222>  (97)..(104)

<223> LCDR3

<400> 89

GIn Ala Met Leu Thr GIn Pro Ala Ser Leu Ser Ala Ser Pro Gly Ala
1 5 10 15

Ser Ala Ser Lgu Thr Ccys Thr Leu Arg Ser Gly ITe Asn §a1 val Ala
2 25

Page 72



530709_1
Tyr Asn %}e Tyr Trp Tyr Arg ggn Lys Ser Gly Ser Zgo Pro Gln Ser

val %gu Arg Tyr Lys Ser Asp Ser Asp Ser Glu ggg Asp Ser Gly val
55

Pro Ser Arg phe Ser Gly Sef Lys Asp val Ser Ala Asn Ala Gly Ile
65 70 75 80

Leu Leu Ile Ser Gly Leu Gin Ser Glu Asp Glu Ala Asp Tyr Tyr Cys
85 90 95

Leu Ile Trp His Asn Ser Ala Trp val pPhe Gly Gly Gly Thr GIn Leu
100 105 110

Thr val Leu

115
<210> 90
<211> 110
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.196 light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> LCDRL

<220>
<221> MISC_FEATURE
<2225 (51)7.(53)
<223> LCDR2

<220>

<221> MISC_FEATURE
<222> (92)..(99)
<223> LCDR3

<400> 90
GlIn Ser Ala Leu Thr GIn Pro Arg Ser val Ser Glu Ser Pro Gly Lys
1 5 10 15

Thr val Thr Ile Ser Cys Thr Gly Ser Gly Gly Ser Ile Gly Ser Asn
20 25 30

Fyr val gén Trp Tyr Gln GIn 289 Pro Gly Ser Ala Zro Thr Thr val

Ile gge Glu Asp Asn Arg ?gg Pro Ser Gly val ggo Asp Arg Phe Ser

Gly ser Ile His Ser Ser Ser Asn Ser Ala Ser Leu Thr 1le Ser Gly
Page 73



70

Thr Glu ggp Glu Ala Asp Tyr

65
Leu Lys
Thr ITe val
100
<210> 91
<211> 110
<212> PRT .
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.1l5
<220>
<221> MISC_FEATURE
<222> (26)..(033
<223> LCDR1
<220>
<221> MISC_FEATURE
<222> (51)..(53)
<223> LCDR2
<220>
<221> MISC_FEATURE
<222> (92)..(99
<223> LCDR3
<400> 91
GIn Ser Ala Leu Thr
1 5
Thr val Thr Ile Ser
20
Tyr val GIn Trp Tyr
35
I1e pPhe Giu Asp Asn
50
Gly Ser Ile His Ser
65
Leu Lys Thr Glu Asp
85
Thr ITe val val Phe
100
<210> 92
<211> 108

val Phe Gly Gly Gly Thr
105

.197 Tight chain

Gln

Cys

Glin

Arg

Ser

70

Glu

Gly

Pro

Thr

Gln

Arg

55

ser

Ala

Gly

Arg

Gly

Arg

40

Pro

Ash

ASp

Gly

sSer

Ser

25.

Pro

ser

Ser

Tyr

Thr
105

5307091

75

80

Tyr Cys GIn Ser Tyr val Gly

90

i.ys val Thr val Leu

val
10

Gly

Gly

Gly
Ala
TYyr
90

Lys

Ser

Gly

Ser

val

Ser

75

Cys

va'l

Glu

Ser

Ala

Pro

60

Leu

Gln

Thr

rPage 74

Ser

Ile

Pro

45

Asp

Thy

Ser

val

110

Pro

Gly

30

Thr

Arg

Ile

Tyr

L.ey
110

95

Gly Lys
15

Ser Asn

Thr val

Phe Ser

Ser Gly

80

val Gly
95



<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE
<223> Clone XPA.15

<220>

<221> MISC_FEATURE
<222> (26)..(31)
<223> LCDRL

<220>

<221> MISC_FEATURE
<222> (49)..(05D)

<223> LCDR2

<220>

<221> MISC_FEATURE
<222> (88)..097)

<223> LCDR2

<400> 92

Ser Tyr Glu

1

Thr Ala Arg

Tyr Trp Tyr
35

Glu Asp Thr
50

Ser Ser Gly
65

Asp Glu Ala
Arg val phe
<210> 93
<211> 111
<212> PRT

<213> Homo

<220>

Leu

Ile

20

Glin

Arg

Thr

Glu

Thr

Thr

Gin

Arg

Met

Tyr

85

Gly

sapiens

<221> MISC_FEATURE
<223> Clone XPA.15

<220>

<221> MISC_FEATURE
<222> (26)..(348)
<223> LCDR1

.198 11ight chain

Gln Leu Pro ser

Cys Ser Gly Asp
25

Lys ser Gly GlIn
40

Pro ser Glu Ile
55

Ala Thr Leu Thr
70

Tyr Cys Tyr ser

Gly Thr Lys Leu
105

.199 Tight chain

530709_1

val ser
10

Ala Leu

Ala Pro

Pro Glu

Ile Ser
75

Thr Asp
90

Thr val

val

Pro

val

Arg

60

Gly

Ser

Leu

Page 75

Ser

Asn

Leu

45

pPhe

Ala

ser

Pro Gly
15

Lys Tyr

30

val Ile

Ser Ala

GIn val

Gly Asn
95

Glin

Ala

Tyr

Ser

Glu
80



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

<220>
<221>
<222>
<223>
<400>
GIn Ser
1

Ser Ile

Asn Leu

MISC_FEATURE
(52)..(054)
LCDR2

MISC_FEATURE
(91 .. (100
L.CDR3

93

Ala Leu Thr

Thr Ile Ser
20

val Ser Trp
35

mer Ile Tyr Glu val

50

Ser Gly
65

Gln Ala

Ser Thr

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

<220>
<221>
<223>

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

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

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

<400>

ser Lys Ser

Glu Asp Glu
85

Leu Tyr val
100

94
110
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..034)
LCDR1

MISC_FEATURE

(52)..054
LCDR2

MISC_FEATURE
(9199)..(98)
LCDR3

94

GIn Pro

Cys Thr

Tyr Gln

Thr Lys

Gly Asn

70

Ala Asp

Phe Gly

Ala

Gly

His

40

Arg

Thr

Tyr

Thr

Ser

Thr

25

His

Pro

Ala

Tyr

Gly

.200 Tight chain

530709_1

val

10

Gly

Pro

Ser

Ser

Cys

90

Thr

Ser

ser

Gly

Gly

Leu

75

Ser

Lys

Glu

AsSp

Lys

val

60

Thr

Ser

Leu

Ser

Ala

45

Ser

Ile

Tyr

Thr

Pro

Gly

30

Pro

Ash

Ser

Thr

val
110

Gly
15

Thr
Lys
Arg
Gly
Ser
95

Leu

GlIn

Tyr

Leu

Phe

Leu

80

Ser

GlIn Thr val val Thr GIn Glu Pro Ser Phe Ser val Ser Pro Gly Gly
’ Page 76



1 5
Thr val Thr Leu Thr
20
Tyr Tyr Pro Ser Trp
35
Leu val His Ser Thr
50
Ser Gly Ser Ile Leu
65
Gln Ala Asp Asp Glu
85
Gly ITe Tyr val pPhe
100
<210> 95
<211> 116
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(34)
<223> LCDR1
<220>
<221> MISC_FEATURE
<222> (52)..(58)
<223> LCDR2
<220>
<221> MISC_FEATURE
<222>  (97)..(105)
<223> LCDR2
<400> 95
GIn Ala val Leu Thr
1 5
Ser Ala Arg Leu Thr
20
His Asn Ile Tyr Trp
35
Leu Leu Tyr Tyr Tyr
50

Cys

Tyr

Ser

Gly

70

Ser

Gly

Gly

GIn

Thr

55

Asn

AsSp

Gly

Leu

Gln

40

Arg

Lys

TYF

Gly

Thr

25

Thr

Tyr

Ala

Tyr

Thr
105

.201 Tight chain

Gin

cys

Tyr

Ser

Pro

Thr

Gin Glu

ASp
55

Ser

Leu

40

Ser

Ser

Pro

25

Lys

ser

5307091
10

Ser Gly Ser
Pro Gly Gin

val
60

Ser Gly

Ala Leu Thr

75

Cys Ala Leu

90

Gln Leu Thr

val

Ala

45

Pro

Ile

Tyr

val

Ser

30

Pro

Asp

Thr

Met

Leu
110

15

Thr

Arg

Arg

Gly

Gly
95

Ser

Met

Phe

Ala

80

Gly

Ser Ser Ala Ser pro Gly Glu

10

15

Ser Asp Ile Asn val Arg Tyr
30

Pro Gly Ser Zgo Pro Arg Tyr

Lys Gly gén Gly ser Gly val

Page 77



Pro Ser Arg Phe Ser ?éy Ser Lys Asp val Ser Thr Asn Thr Gly Ile
65

530709_1

75

80

Leu val Ile Ser Gly Leu Gln Ser Glu Asp Glu Ala Glu Tyr Tyr Cys
85 90 95

Met Thr Trp 586 Ser Asn Gly Ser Gly val Phe Gly Gly G
1

Leu Thr

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

<220>
<221>
<223>

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

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

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

<400>
Gin Ser
1

Arg val

His

ASp

Ile
50

Leu

ser
65

Gly

GIn Ala

val Leu
115

96

111

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(34)
LCDR1

MISC_FEATURE
(52)..(54
LCDR2

MISC_FEATURE
(91)..C100)
LCDR3

96
val

iey Thr

Ile
20

Thr Ser

val His

35

Trp

Tyr Gly Asn

Ser Arg Ser

Glu
85

Glu Asp

105

.202 1ight chain

Gln

Ccys

TYr

ser

Gly

70

Ala

Pro
Thr
Gin
Asn
55

Thr

AsSp

Pro

Gly

Gln

40

Arg

Ser

Tyr

Ser

Ser

25

Ile

Pro

Ala

Tyr

val ser Gly

10

Arg Ser Asn

Pro Gly Arg

ser Gly val
60

Ser Leu Ala

75

Cys GlIn Ser
90

pPage 78

Ala

Ile

Ala

45

Pro

Ile

Tyr

110

Pro

Gly

30

Pro

Asp

Thr

Asp

Gly

15

Ala

Lys

Arg

Gly

Asn
95

Ty Thr Gn
1

Glin

ASp

Leu

pPhe

Leu

80

Ser



530709_1

Leu Ser Gly Ser val phe Gly Gly Gly Thr Lys Leu Thr val Leu
100 105

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

<220>
<221>
<223>

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

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

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

<400>
Gin Thr
1

Thr val

Ser

Tyr

Ile
50

Leu

ser
65

Gly

Gln Ala

Ile

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

<220>
<221>

97

110

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(34)
LCDR1

MISC_FEATURE
(52)..(54)
LCDR2 .

MISC_FEATURE
9D .. (99
LCDR3

97

val val Ehr

Thr Leu Thr

20

Pro
35

ser Trp

Tyr Ser Thr

Ser Ile Leu

Glu
85

ASp Asp

val phe

100

Trp

98
115
PRT

Homo sapiens

MISC_FEATURE

.203 Tight chain

Glin

Cys

Tyr

Asn

Gly

70

Ser

Gly

Glu

Gly

Gln

Thr

55

Asn

ASp

Gly

Pro

Leu

Gln

40

Arg

Lys

Tyr

Gly

Ser

Asn

25

Thr

Ser

Ala

Tyr

Thyr
105

pPhe val

10

Ser

ser Ala Ser

Pro Gly Gln

val
60

Ser Gly

Ala Leu Thr

75

Cys Ala Leu

90

Lys Leu Thr

pPage 79

Ser

val

Ala

45

Pro

Ile

Tyr

val

110

Pro

Ser

30

Pro

Asp

Thr

Met

Leu
110

Gly

15

Thr

Arg

Arg

Gly

Gly
95

Gly

Tyr

Met

Phe

Ala

80

Ser



Clone XPA.15.204 Tlight chain

Pro

Thr

Gln

ASp

55

Ser

Gin

Ala

Ala

Leu

Glin

40

Ser

Lys

Ser

Trp

Ser

Arg

25

Lys

Asn

Asp

Glu

val -
105

.205 1ight chain

<223>
<220>
<221> MISC_FEATURE
<222> (26)..(34)
<223> LCDR1
<220>
<221> MISC_FEATURE
<222> (52)..(58)
<223> LCDR2
<220>
<221> MISC_FEATURE
<222> (97)..(104)
<223> LCDR3
<400> 98
Gln Ala val rteu Thr Gln
1 5
Ser Ala Ser Leu Thr Cys
. 20
Tyr Arg %Ee Ser Trp Tyr
Leu Leu Ser Tyr Asn Ser
50
Pro Ser Arg Phe Ser Gly
65 70
Leu Leu Ile Ser Gly Leu
85
Met Ile Trp His Ile Asn
100
Thr val Leu
115
<210> 99
<211> 110
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_.FEATURE
<222> (26)..(33)
<223> LCDR1L
<220>
<221> MISC_FEATURES1

530709_1

Leuy Ala

10

Ser

Ser Asp Ile

Pro Gly Ser

Gln
60

Asn His

Ala Ser Ala

75

Asp Glu Ala

90

Phe Gly Gly

Page 80

Ser

ser

Pro

45

Gly

Asn

Asp

Gly

Pro

val

30

Pro

Ser

Ala

Tyr

Thr
110

Gly
15

Gly
Gin
Gly
Gly
Tyr
95

Lys

Ala

val

Tyr

val

Ile

80

Cys

val



<222> (51)..(53)

<223> LCDR2

<220>

<221> MISC_FEATURESL

<222> (90)..(99)

<223> LCDR3

<400> 99

GIn Ser val Leu Thr Gln

1 5

Arg val Thr Ile Ser Cys

20
Ala val gis.Trp Tyr Arg
5

ITe Tyr Ala Asn Asp Asn
50

Gly Ser Lys Ser Gly Thr

65 70

Ala Asp Asp Glu gga Asp

Gly Lys Gly val pPhe Gly

100

<210> 100

<211> 113

<21Z2> PRT

<213> Homo ‘sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(34)

<223> LCDRI1

<220>

<221> MISC_FEATURE

<222> (52)..(54)

<223> LCDR2

<220>

<221> MISC_FEATURE

<2275 (91)..(102)

<223> LCDR3

<400> 100

1

Pro

Ile

Gin

Arg

55

Ser

Tyr

Gly

Pro
Gly
Leu
40

Pro

Ala

Tyr

Gly

Ser

ser

25.

Pro

Ser

Phe

Cys

Thr
105

.206 Tight chain

530709_1

val

10

Arg

Gly

Gly

Leu

GIn

20

Lys

10

Ser

Ser

Thr

val

Ala

75

Ser

val

Gly

ASp

Ala

Pro

60

Ile

Tyr

Thr

pPage 81

Ala

Ile

Pro

45

ASp

ser

Asp

val

Pro

Gly

30

LysS

Arg

Gly

Thr

Leu
110

Gly

i5

Tyr

Leu

Phe

Leu

val
95

GIn

Tyr

val

Ser

Glin

80

Thr

GlIn Ser val Leu Ehr Gln Pro Pro Ser val Ser Gly Ala Pro ggy GIn



Arg val

Thr Ile Ser
20

Tyr Tyr Ala His Trp

Leu Ile
50

35

Tyr Gly Asn

Ser Gly Ser Lys Ser

65

Gln Ala Glu Asp Glu

Leu Ser

Leu

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

. <220>
<221>
<223>

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

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

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

<400>

85

Gly Pro Asn
100

101
116
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(34)
LCDR1
MISC_FEATURE

(52)..(58)
LCDR2
MISC_FEATURE

(97) .. (105)
LCDR3

101

Cys

Tyr

Ser

Gly

70

Ala

TYyr

Thr

Gin

Asn

55

Thr

Asp

val

Gly

Glin

40

Arg

Ser

Tyr

Phe

Ser

25

Leu

Pro

Ala

Tyr

.207 light chain

530709_1

Ser Ser Ash

Pro

Ser

Ser

Cys

Thr

Gly
Gly
Leu
75

Gin

Gly

Thr

val

60

Ala

Ser

Thr

Ile

Ala

45

Pro

Ile

Tyr

Lys

Gly

30

Pro

AsSp

Thr

Asp

val
110

Ala

Arg

Arg

Gly

Ser

95

Thr

Gly

Leu

Phe

Leu

80

ser

val

GlIn Ala val Leu Thr GIn Pro Ala Ser Leu Ser Ala Ser Pro Gly Glu

1L

5

10

15

Ser Ala Arg Leu Thr Cys THr Leu Pro Ser Asp Ile Asn val Arg Tyr
20 25 30

¥yr Ast ITe Tyr Trp Tyr GIn Gln Lys Pro Gly Ser Pro Pro Arg Tyr
35 40 45

Page 82



Leu Leu Tyr Tyr
50

Pro Ser Arg Phe
65

Leu val Ile Ser

Met Thr Trp Ser
100

Leu Thr val Leu
115

102
116
PRT

<210>
<211>
<212>

TYP
Ser
Gly
85

Ser

<213>

<220>
<221>
<223>

<220>
<221>

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_ FEATURE

<222>
<223>

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

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

<400>

LCDR1
LCDR2

L.CDR3
102
GIn Ala val Leu

1
Ser Ala Arg Leu
20
His Asn Ile Tyr
35
Leu Leu Tyr Tyr:
50 '

RPye Ser Arg Phe
65

Leu val Ile Ser

(26)..(34)

MISC_FEATURE
(26)..(58)

MISC_FEATURE
(97)..(105)

Thr
5

Thr
Trp
Tyr
ser

Gly

530709_1

Ser Asp Ser Ash Lys Asp GIn Gly Ser Gly val
60

55

ggy Ser Lys Asp val Ser Thr Asn Thr Gly Ile

75

80

Leu Gln Ser Glu Sgp Glu Ala Glu Tyr ggr Cys

Asn Gly Ser Gly val phe Gly Gly Gly Thr Gln
105 110

.208 Tight chain

GIn Pro Ala Ser

Thr Leu Pro

25

Cys

Glu
40

Tyr Gin Lys

Ser Asp Ser Ser

55
G1y
70

Ser Lys Asp

Leu GIn Ser Glu

Leu Ser Ala

10

Ser Asp Ile

Pro Gly Ser

Glin

Lys Gly G]
60"

val Ser Thr

75

Asp Glu Ala
Page 83

Ser

Asn

Pro

45

Gly

Asn

Glu

Pro

val

30

Pro

Ser

Thr

Tyr

Gly

15

Arg

Arg

Gly

Gly

Tyr

Glu

Tyr

Tyr

val

Ile

80

Cys



85

530709_1

90

95

Met Thr Trp Ser Ser Asn Gly Ser Gly val Phe Gly Gly Gly Thr Lys
100 105 110

teu Thr val Leu

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

<220>
<221>
<223>

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

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

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

<400>

115

103
110
PRT
Homo sapiens

MISC_FEATURE .
Clone XPA.15.209 1ight chain

MISC_FEATURE
(26)..(34)
LCDRL - -

MISC_FEATURE
(52)..(54)
L.CDR2

MISC_FEATURE
9D).. (9D
LCDR3

103

GIn Thr val val Thr Gin Glu Pro Ser
1

Thr val Thr Egu Thr Cys Gly Leu Ser

Tyr Ser Pro Gly Trp Tyr Gln Gln Thr

35 40

Leu val Tyr Asn Thr Asn Thr Arg Ser
50

55

Ser Gly Ser Ile Leu Gly Asn Lys Ala

65

70

Gln Ala Asp Asp Glu Ser Asp Tyr Tyr

Gly Thr Tyr val pPhe Gly Gly Gly Thr

<210>
<211>

100 105

104
112

Phe

10

Ser

Pro

Ser

Ala

cys

90

Lys

Ser

Gly

Gly

Gly

Leu

75

Ala

lLeu

val

Ser

Gln

val

60

Thr

Leu

Thr

Page 84

Ser

val

Ala

45

Pro

Ile

Tyr

val

Pro

Ser

30

Pro

Asp

Thr

Met

Leu
110

Gly

15

Thr

Arg

Arg

Gly

Gly
95

Gly

Gly

Thr

Phe

Ala

80

Ser



<212>
<213>

<220>
<221>
<223>

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

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

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

<400>

PRT .
HoOmMo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(34)
LCDR1

MISC_FEATURE

(52)..054)
LCDR2
MISC._FEATURE

(91) .. (10
LCDR3

104

Gin ser val Leu Thr

1

-Arg val

Thr Ile Ser
- 20

Tyr Asp val His Trp

35

Leu Ile Tyr Gly Asn

50

Ser Gly Ser Lys Ser

65

GIn Ala Glu Asp Glu

Leu ser

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

<220>
<221
<223>

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

85

Gly ser Gly
100

105

108 -

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(3D
LCDRL

.211 1ight chain

Gln
cys
Tyr
ser
Gly
70

Ala

val

Pro

Thr

Gin

Asn

55

Thr

Asp

Phe

Pro

Gly

Gin

40

Arg

Ser

Tyr

Gly

ser

Ser

25

Leuy

Pro

Ala

Tyr

Gly

.212 1ight chain

5307091

val

10

Ser

Pro

Ser

Ser

cys

90

Gly

‘Ser

Ser

Gly

Gly

Leu

75

Gln

Thr

Gly
AsSn
Thr
val
60

Ala

Ser

Lys

pPage 85

Ala

Ile

Ala

45

Pro

Ile

Tyr

val

Pro

Gly

30

Pro

Asp

Thr

Asp

Thr
110

Gly
15

Ala
Lys
Arg
Gly
Ser
95

val

GIn

Gly

Leu

Phe

Leu

80

Ser

L.eu



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

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

<400>

MISC.FEATURE

(49)..051)
LCDR2
MISC_FEATURE

(88)..097)
LCDR3

105

ser Ser Glu Leu Thr

1

Thr Ala Thr Ile Thr

20

His Trp Tyr Gln Gln

Asp Asp
50

35

ser val Arg

Asn Ser Ala Asn Thr

65

Asp Glu

Pro Phe

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

<220>
<221>
<223>

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

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

<222>
<223>

<400>

Gly Glu Tyr
85

Phe Gly Pro

106
111
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(G4
LCDR1

MISC_FEATURE
(52)..(54)
LCDR2

MISC_FEATURE
91D .. (100
LCDR3

106

Gin

Cys

Lys

Pro

Ala

70

Tyr

Gly

Pro

Gly

Pro

ser

55

Thr

Cys

Thr

Pro

Gly

Gly
40

Asp.

Leu

Glin

Lys

Ser

Asp

25

Gln

Ile

Thr

val

val
105

.213 T1ight chain

530709_1

val

10

Asn

Ala

Pro

Leu

Trp

90

Thr

Ser

Ile-

Pro

Glu

Thr

75

Asp

val

val

Ala

val

Arg

60

Arg

val

Leu

Ala

Ser

Leu

45

Phe

val

Arg

Pro

Lys

val

Ser

Glu

Ser

Gly

15

Ser

Leu

Gly

Ala

ASp
95

Lys

val

Tyr

Ser

Gly

80

His

GIn Ala val val Thr GIn Glu Pro Ser teu Thr val Ser Pro Gly Gly
Page 86



Thr

Tyr

Leu

ser
65

G1n

Ala

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

<220>
<221>
<223>

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

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

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

<400>

val

Tyr

Ile

50

Gly

Pro

Gln

Thr Leu Thr

20

Pro Asn

35

Trp

Tyr Ser Thr

Ser Leu Leu

Glu
85

Glu Asp

val

Pro

107

110

PRT

Homo sapiens

MISC_ .FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
LCDRI

MISC_FEATURE

GD..GH
LCDR2

MISC_FEATURE
(90)..099
LCDR3

107

GIn Ala Gly Leu Thr
1 5

Thy Ala Thr Leu Thr

Gly Ala g;a Trp Leu

Ser Phe Arg Ash Asnh
50

Cys

Phe

Ser

Gly

70

Ala

Phe

Ala

Gln

Asn

55

Gly

Glu

Gly

Ser
25

Ser

GIn
40

Lys
Lys His
Lys Ala
Tyr Tyr

Gly Gly

.214 light chain

Gln Pro Pro Ser

530709_1
10

Thr Gly Ala
Glin

Pro Gly

Thr
60

Ser Trp

Ala Leu Thr

75

Cys Leu Leu

90

Thr Gln Leu

val

Ala

45

Pro

Leu

Tyr

Thr

Thr

30

Pro

Ala

ser

Tyr

val
110

val Ser Lys Gly Leu
10

Cys Thr Gly Asp Asn Asn Ile val Gly
.25 30

15

Ser Gly

Arg Ala
Arg Phe

val
80

Gly

Gly

Gly
95

Ley

Arg GIn
15

Asp Gln

GIn GIn His Gln Gly His Pro Pro Lys Leu Leu

40

45

Ser Arg Pro Ser Gly Ile Ser Glu Arg Phe Ser
60

55

Page 87



5307091

Ala Ser Arg Ser Arg Asn Thr Ala Ser Leu Thr Ile Thr Arg Leu ggn
65

70

75

Pro Glu Asp Ala é}a Asp Tyr Tyr Cys Sgr Ala Trp Asp Ser gge Leu

Ser Ala Trp val Phe Gly Gly Gly Thr
100 105

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

<220>
<221>
<223>

- <220>

<221>
<222>
<223>

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

<220>
<221>
<222>
<223>
<400>
Ser Ser

ser val

Thr Trp

Gly

Ser
65

Asp Glu

val val

108

108

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..03L)
LCDRY

MISC_FEATURE
(49)..(05D
LCDR2

MISC_FEATURE
(88)..097)
LCDR3

108
Glu Leu Thr

ITe Thr

20

Arg

Tyr Gln Gln

35

Asn Asn Arg

Gly Asn Thr

Ala Asp Tyr

85

phe Gly Gly

.215 Tight chain”

Gln

Cys

Arg

Pro

Ala

70

Tyr

Gly

Asp

Glin

Pro

Ser

55

Ser

Cys

Thr

Pro

Gly

Gly

40

Gly

Leu

Asn

Lys

Ala

Asp

25

Gln

Ile

Thr

Ser

Leu
105

Lys Leu Thr val Leu

val val

10

Ser

Ser Leu Lys

Ala Pro Leu

Pro Asp Arg

60

Thr
75

val Gly

Pro Ser

90

Asp

Thr val Leu

Page 88

Ala

Asn

Leu

45

Phe

Ala

Ser

110

val

Phe

30

val

Ser

Glin

Asn

Gly
15

Tyr
ile
Gly

Ala

Lys
95

Gin

Ala

Phe

Ser

Asp

80

Leu



<210> 109

<211> 108

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (27)..(033)

<223> LCDR1

<220>

<221> MISC_FEATURE

<222> (51)..(54)

<223> LCDR2

<220>

<221> MISC_FEATURE

<222> (9D)..(97)

<223> LCDR3

<400> 109

Glu Ile val Leu Thr

1 5

Glu Arg Ala Thr Leu

20
Tyr Leu Ala Trp Tyr
35

Ile Tyr Gly Ala ser
50

Gly ser Gly Ser Gly

65

Pro Glu Asp Phe Ala

85
Gly Thr phe Gly GIn
100

<210> 110

<211> 112

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XpPA.15

<220>

<221> MISC_FEATURE

216

GIn
Ser
Gin
Ser
Thr
70

val

Gly

217

Tight chain

Ser Pro Gly

Ala
25

Cys Arg

Gin Lys Pro

40

Arg Ala Thr

55

Asp Phe Thr

Tyr Tyr Cys

Thr Lys Leu

105

Tight chain

530709_1

Thr
10

L.eu
Ser GlIn
Gly Glin
Ile

Gly

Thr
75

Leu

Gln Gln

90

Glu Ile

Page 89

Ser

Ser

Ala

Pro

60

Ile

Tyr

Lys

Leu

val

Pro

45

ASD

Ser

Gly

sSer

Ser

30

Arg

Arg

Arg

Ser

Pro
15

Ser
Leu
Phe

Leu

Ser
95

Gly

Ser

Leu

ser

Glu

80

Leu



<222>
<223>

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

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

Gin Pro

AsSn

Gly

Gln
50

Pro

Asp
65

Arg

Ser Arg

Met Tyr

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

<220>
<221>
<223>

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

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

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

27)..37
LCDRL

MISC_FEATURE
(55)..(57)
LCDR2

MISC_FEATURE
(94)..(100)
LCDR3

110

val Met Thr

Ala ser Ile

20

Asp Thr

-35

Tyr

Leu Leu Phe

Phe ser Ala

Ala
85

val Glu

Pro
100

Leu Leu

111
108
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE
(26)..01L
LCPR1

MISC_FEATURE
(49)..(05D)
LCDR2

MISC..FEATURE
(88)..(97)
LCDR3

GIn Thr Pro Leu

Ala
25

Ser Cys Lys

val Ser Trp

40

Tyr

Ser Asp val Ser

55

ser Ser

70

Gly Gly

Glu Asp val Gly

Gln
105

val pPhe Gly

218 1ight chain

530709_1

Ser
10

lL.eu Ser

ser Gin Ser

val GIn Lys

Phe
60

Ser Arg

Thr Asp Phe

75

val

Tyr
90

Tyr

Gly Thr Lys

rPage 90

val

Leu

Pro

45

Phe

Thr

Cys

val

Thr
Leuy
30

Gly
Gly
l.eu

val

Glu
110

Pro

15

Tyr

Gln

val

Lys

Glin

95

Ile

Gly

Thr

Ala

Pro

Ile

80

Ala

Lys



<400>

Ser Ser
1

Thr val

Ser Trp

Gly

Ser
65

Asp Glu

Leu Met

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

<220>
<221>
<223>

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

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

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

- <400>

111

Glu Leu Thr

Ite Thr

20

Arg

Tyr GIn Gln

35

Asn Asn Arg

Gly Asn Thr

Ala Asp Tyr

85

Phe Gly

112
111
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(34)
LCDR1

MISC_FEATURE
(52)..(54)
LCDR2

MISC_FEATURE
(91)..(100)
LCDR3

112

GIn Asp

Cys Gin
Pro

Lys

ser
53

Pro

Ala
70

Ser
Tyr

Cys

Gly Thr

Pro

Gly

Gly

40

Gly

Leu

Asn

GTn-

Ala

Asp

25

Gln

Ile

Thr

Ser

Leu
105

.219 1ight chain

530709_1

val ser val

Ser Leu Arg

Ala Pro val

Pro Asp Arg

60

Thr
75

1le Gly

Arg Ser

Asp
90

Thr val Leu

Ala

Ser

Leu

45

Phe

Ala

Ser

Leu

Tyr

30

val

Ser

Gln

Gly

Gly

15

Tyr

Ile

Gly

Ala

Asnh
95

Gln

Tyr

Ser

Glu

80

His

Gln Ser Ala Leu Thr GIn Pro Ala Ser val Ser Gly Ser Leu Gly GIn.
1

5

10

15

ser Ite Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp Ile Gly Leu Tyr
20 25 30 -

Lys Phe val Ser Trp Tyr GIn GIn His Pro Gly Lys Ala Pro Lys Leu
35 40 45

Page 91



Met Ile Tyr
50

Ser Gly Ser

65

Gln Ala Glu

Ser Thr Leu

Asp val

ser Ser

Asp Glu
85

val val

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

<220>
<221>
<223>

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

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

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

<400>

Ser Ser Giu Leu Thr
1

100

113

108

PRT _
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..0D
LCDR1

MISC_FEATURE
(49)..051)
LCDR2

MISC._ FEATURE
(88)..(97)
LCDR3

113

5

Thr val Arg Ile Thr

20

ser Trp Tyr Gln GlIn

35

Asp Arg Asn Ser Arg
50

Arg Ser Gly Asn Thr

65

Asp Glu Ala Asp Tyr

530709_1

ser ggr Arg Pro Ser Gly ggi Ser Asn Arg Phe

Gly Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu

70

75

80

Ala Asp Tyr Tyr g%s Asn Ser Tyr Thr ggr Ser

phe Gly Gly Gly
105

.220 light chain

Glin

cys

LYyS

Pro

Ala

70

Tyr

ASp

Gln

Pro

Ser

55

Ser

Cys

Pro

Gly

Gly

40

Gly

Leu

ASN

Ala

Asp

25

Gln

Ile

Thr

Ser

Thr Lys Leu Thr val Leu

val Ser
10

val

Ser Leu Arg

Ala Pro
Pro Asp
ITe Thr

75

Arg Asp
90

Page 92

Leu
Arg
60

Gly

Ser

Ala

Asn

Leu

45

Phe

Ala

Ser

110

Leu

Ser

Gin

Gly

Gly

15

Tyr

Met

Gly

Ala

Asn
95

Gin

Ala

Tyr

ser

Glu

80

His



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

<220>
<221>
<223>

<220>
<221>

114
108
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

<222> (26).
L.CDR1

<223>

<220>
<221>

<223>

<220>
<221>

<223>
<400> 114
Ser Tyr Glu
1

Thr Ala Thr

His Trp Tyr
35

Asp Asp Ser
50

Asn Ser Gly
65

Asp Glu Ala

His val phe

<210 115
<211> 108
<212> PRT
<213> Homo

<220>
<221>
<223>

LCDR2

LCDR3

(3D

MISC_FEATURE
<222> (49).

. (3L

MISC_FEATURE
<222> (88).

-(97)

Leu

Ile

20

Gln

Asp

Asn

Asp

Gly

Met

Thr

Gin

Arg

Thr

Tyr

85

Gly

sapiens

MISC_FEATURE
Clone XPA.15.222 11ght chain

GIn

Cys

Lys

Pro

Ala

70

Tyr

Gly

Pro

Gly

Thr

Ser

55

Thr

cys

Thr

Pro

Gly

Gly

40

Gly

Leu

Gln

Gln

105

.221 Tight chain

Ser

AsSn

25

GIn

Ile

Thr

val

Leu
105

530709_1
Ala val Phe Gg% Gly Gly Thr GIn Leu Thr val Leu

val

10

Asn

Ala

Pro

ITle

Trp

90

Thr

Ser

Ile

Pro

Glu

Ser

75

Asp

val

val

Gly

val

Arg

60

Arg

Arg

Leu

Page 93

Ala

Thr

Leu

45

Phe

Leu

Ser

Pro

Ser

Glu

Ser

Gly

15

Ser

val

Gly

Ala

Glu
95

Gln

val

Tyr

Ser

Gly

80

His



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

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

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

<400>

MISC_FEATURE
26)..0G1L
L.CDR1

MISC_FEATURE
49)..0D
LCDR2

MISC_FEATURE
(88)..(97)
LCDR3

115

Ser Ser Glu Leu Thr

1

Thr val Arg ITe Thr

20

ser Trp ggr GlIn Glin

Gly Lys Asn Asn Arg
50

Arg Ser Gly Asn Thr
65

Asp Glu Ala Asp Tyr

85

val val phe Gly Gly

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

<220>
<221>
<223>

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

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

<220>
<221>

100

116
108
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
26)..(03D
LCDRL

MISC_FEATURE
(49)..(51
LCDR2

MISC_FEATURE

GlIn Asp

Cys GlIn

Lys Pro

Pro Ser

55

Ala Ser
70

Tyr Cys

Gly Thr

Pro

Gly

Gly

40

Gly

Leu

Asn

Lys

Ala

Asp

25

Gln

ITe

Thr

Ser

val
105

.223 Tlight chain

530709_1

val
10

sSer
Ala
Pro
Ile
Arg
90

Thr

Ser

Leu

Pro

Asp

Thr

75

Asp

val

val

Arg

val

Arg

60

Gly

Ser

lLeu

Page 94

Ala

Ser

Leu

45

Phe

Ala

Ser

Leu

Tyr

30

val

Ser

Gln

Gly

Gly

15

Tyr

Ile

Gly

Ala

Asn
95

Glin

Ala -

Tyr

Ser

Glu

80

His



<222>
<223>

<400>

(88)..(97)
LCDR3

116

Ser Ser Glu Leu Thr

1

Thr val Arg Ile Thr

20

Ala Trp ggr GIn Gln

Gly Asn Thr Asn Arg
50

ser Ser Gly Asn Thr

65

Asp Glu Ala Asp Tyr

85

Trp val phe Gly Gly

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

<220>
<221>
<223>

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

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

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

<400>

117
109
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..031D
LCDR1

MISC_FEATURE
(49)..(05D
LCDR2

MISC_FEATURE
(88)..(97)
LCDR3

117

Gin

Cys

Lys

Pro

Ala

70

Tyr

Gly

ASp

Gln

Pro

Ser

55

Ser

Cys

Thr

Pro
Gly
Gly
40

Gly
Leu

AsSn

Lys

Ala

AsSp

25

Gln

ITe

Thr

Ser

val
105

.224 Tight chain

530709_1

val
10

Ser

Ala

Pro

Ite

Arg
90

Thr

Ser

lLeu

Pro

Asp

Thr

75

Ala

vai

val
Arg
Leu
Arg
60

Gly

Ser

Leu

Ala

Ser

Leu

45

Phe

Ala

Ser

Leu

Tyr

30

val

Ser

Gin

Gly

Gly

15

Ser

Ile

Gly

Ala

Phe
95

Gln

val

Tyr

Ser

Glu

80

Ser

Ser Ser Glu Leu Thr GIn Asp Pro Ala val Ser val Ala Leu Gly Gln
1 5 1 15

Thr val Arg gge Thr Cys Gin Gly égp Ser Leu Arg Ser gyr Tyr Ala
0

pPage 95



Ser Trp Tyr Gln Gln
35

Gly Lys Asn Asn Arg

50

Ser Ser Gly Asn Thr

65

Asp Glu Ala Asp Tyr

85
Ala val Phe Gly Gly
100

<210> 118

<211> 108

<212> PRT

<213> Homo sapiens

<220> ’

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(31)

<223> LCDR1

<220>

<221> MISC_FEATURE

<222> (49)..(51)

<223> LCDR2

<220>

<221> MISC_FEATURE

<222> (88)..(097)

<223> LCDR3

<400> 118

Ser Tyr Glu Leu Met

1 5

Thr Ala Thr Ile Thr

20

His Trp Tyr GIn GlIn
35

ASp AsSp Ser Asp Arg

50

Asn Ser Gly Asn Thr

65

Asp Glu Ala Asp Tyr

Lys Pro Gly Gln

40

ser
55

Pro Gly Ile

Ala Leu Thr

70

Ser

Tyr Cys Asn Ser

Gln Leu
105

Gly Thr

225 Tight chain

GIn Pro Pro Ser

Asn
25

Cys Gly Gly

Thr Gly GIn

40

Lys

Ser Ile

55

Pro Gly

AA1a Thr Thr

70

Leu

Tyr Cys Glin val

530709_1
Ala Pro val

Pro Asp Arg
60

Ile Thr Gly

75

Arg Asp Ser
90

Thr val Leu

val
10

Ser val

Asn Ile Gly

Ala Pro val

Pro Glu Arg

60

Ile ser

75

Arg

Trp AsSp Arg
Page 96

Leu val 1le Tyr

Phe ser Gly Ser

Ala GIn Ala Glu

80

Ser Gly Asn His

Gly

Ala

Thr

Leu

45

Phe

Leu

Ser

Pro

Lys

30

val

Ser

Glu

Ser

95

Gly

15

Ser

val

Gly

Ala

Glu

Gln

val

Tyr

Ser

Gly

80

His



85

His val Phe Gly Gly Gly Thr Gln
100

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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>
Ser Ser
1

Thr val

ser Trp

Gly Lys

Ser Ser

65

Asp Glu

Ala val

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

119
108
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(3L)
LCDR1

MISC_FEATURE

(49)..(051D
LCDR2
MISC_FEATURE

(88)..097)
LCDR3

119

Glu Leu Thr

Arg Ile Thr
20

Tyr Gln Gln
35

Asn Asn Arg

Gly Asn Thr

Ala Asp Tyr

Phe Gly Gly

120
108
PRT
Homo sapiens

530709_1
90

teu Thr val Leu

105

.226 1ight chain

Gln

cys

Lys

Pro

Ala

70

Tyr

Gly

Asp

Glin

Pro

ser

55

Ser

Cys

Thr

Pro

Gly

Gly

40

Gly

Leu

Asn

Glin

Ala

Asp

25

Glin

Ile

Thr

Ser

L.eu
105

val

10

Ser

Ala

Pro

Ile

Arg

90

Thr

Ser

Leu

Pro

Asp

Thr

75

Asp

val

val

Arg

val

Arg

60

Gly

Ser

Leu

Page 97

Ala

Ser

Leu

45

Phe

Ala

Ser

lLeu

Tyr

30

val

Ser

Gin

Gly

95

Gly

15

Tyr

Ile

Gly

Ala

Asn
95

Thr

Phe

Ser

Glu

80

Tyr



<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223> LCDR3

<400> 120

LCDR2

Ser Ser Glu
1

Thr val Arg

Ser Trp Tyr
35

Gly Lys Asn
50

Lys Ser Gly
65

Asp Glu Ala
Trp val Phe

<210> 121
<211> 110
<212> PRT
<213> Homo

<220>
<221>
<223>

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

<220>
<221>
<222>

<223> LCDRZ2

Leu

Ile
20

Gln

Asn

Asnh

Asp

Gly

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
26)..GL
LCDR1

MISC_FEATURE
(49)..(50)

MISC_FEATURE
(88)..(87)

Thr

Thr

Gin

Arg

Thr

Tyr

85

Gly

sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
LCDRL

MISC_FEATURE
(51)..(3)

.227 Tight chain

Gln
Cys
Lys
Pro
i

Tyr

Gly

ASp

Gln

Pro

Ser

55

Ser

Cys

Thr

Pro

Gly

Gly

40

Gly

l.eu

Asn

Lys

Ala

Asp

25

Gln

Ile

Thr

ser

Leu
105

.228 Tight chain

530709_1

val
10

Ser

Ala

Pro

Ile

Arg

90

Thr

ser

Leu

Pro

Gly

Thr

75

Asp

val

val

Arg

val

Arg

60

Gly

Ser

Leu

Page 98

Ala

Ser

Leu

45

Phe

Ala

Ser

Leu

Tyr

30

val

Ser

Gin

Gly

Gly

15

Tyr

Phe

Gly

Ala

Asn
95

GlIn

Ala

Tyr

ser

Glu

80

His



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

<400>

Ser Tyr val Leu Thr
1

Arg val

Phe val

Ile Tyr
50

Gly Ser
65

Ser Glu

Astn Gly

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

<220>
<221>
<223>

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

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

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

<400>

1

MISC_FEATURE
(90)..09%
LCDR3

121

Thr 1le Ser
20

Thr Trp Tyr
35

Thr Asn Ser

Arg ser Gly

Asp Glu Ala
85

Pro val phe
100

122
109
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
LCDRL

MISC_FEATURE

(51)..(53)
LCDR2

MISC_FEATURE
(90)..(98)
LCDR3

122

Gln

cys

Gln

Gln

Thr

70

Asp

Gly

Pro

Ser

Gln

Arg

55

Ser

Tyr

Gly

Pro

Gly

Leu

40

Pro

Ala

Phe

Gly

sSer

Ser

Pro

ser

ser

Cys

Thr
105

.229 Tight chain

530708_1

Ala

10

Asn

Gly

Gly

Leu

Ala

90

Gin

Ser

Ser

Ala

val

Ala

75

Ala

Leu

Gly

Asn

Ala

Pro

60

ITe

Trp

Thr

Thr

Ile

Pro

45

Asp

Ser

Asp

val

Pro

Gly

30

Lys

Arg

Gly

Asp

Leu
110

Gly

15

Ser

Leu

pPhe

Leu

Ser
95

GIn

Asn

Leu

ser

Gln

80

Leu

Gln ser val Leu ghr GIn Pro Pro Ser val Ser Ala Ala Ala igy GlIn

Lys val Thr ITe Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Asn Asn
pPage 99



20
Tyr val Thr Trp Tyr
35
ITe Phe Asp Asn Asp
50
Gly Ser Lys Ser Gly
65
Thr Gly Asp Glu Ala
85
Ash Pro Leu Phe Gly
100
<210> 123
<211> 108
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15.
<220>
<221> MISC_FEATURE
<222> (26)..(31)
<223> LCDRL
<220>
<221> MISC_FEATURE
<222> (49)..(51)
<223> LCDR2
<220>
<221> MISC_FEATURE
<222> (88)..(97)
<223> LCDR3
<400> 123
Ser Ser Giu Leu Thr
1 5
Thr val Arg Ile Thr
20
Ser Trp Tyr Gin GIn
35
Gly Lys Asn Asn Arg
50
Ser Ser Gly Asn Thr
65

Gin

LyS

Thr

70

AsSp

Gly

230

Gin

Cys

Lys

Pro

Ala
70

25

His val
40

Pro
Arg Pro Ser
55

ser Ala Thr
Tyr Tyr

Cys

Gin
105

Ser Thr

Tight chain

Asp Pro Ala
Gln Gly Asp
25
Pro Gly Gln
40
Ser Gly Ile
55

ser tLeu Thr

530709_1
Gly Thr Ala
Gly Ile Pro
60
Leu Ala Ile
75

Gly Thr Trp
90

Leu Thr val

val ser val
10

Ser Leu Arg
Ala Pro val

Pro Asp Arg
60

Ile Thr Gly
75
Page 100

30

Pro Lys Leu Leu
45

Asp Arg Phe Ser

Thr Gly Leu Gln

80

Asp Ser Ser Leu
95

Leu

Ala Leu Gly GiIn

15

Ser Tyr Tyr Ala

30

Leu
45

val Ile Tyr
Phe

Ser Gly Ser

GIn Ala Glu
80

Ala



530709_1

Asp Glu Ala Asp gyr Tyr Cys Ser Ser Sgg Asp Ser Ser Gly ggp Gln
5

Trp val Phe Gly Gly Gly Thr Lys Leu Thr val Leu
100

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

<220>
<221>
<223>

<220>

<221>
<222>
<223>

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

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

<400>

124
108
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(031)
LCDRL

MISC_FEATURE
(49)..(0L)
LCDR2

MISC_FEATURE
(88)..(97)
LCDR3

124

Ser Ser Glu teu Thr

1

Thr val Arg Ile Thr

20

ser Trp Tyr GlIn GIn
35

Asp Arg Asn Ser Arg

50

Arg Ser Gly Asn Thr

65

Asp Glu Ala Asp Tyr

85

Ala val Phe Gly Gly

<210>
<211>
<212>

125
109
PRT

105

.231 Tight chain

Gln
Cys
Lys
Pro
Ala
70

Tyr

Gly

Asn

Gln

Pro

Ser

55

Ser

Cys

Thr

Pro

Gly

Gly

40

Gly

Leu

Ash

Gln

Ala

Asp

25

Glin

Ile

Thr

Ser

Leu

105

val
10

Ser
Ala
Pro
Ile
Arg
30

Thr

ser

Leu

Pro

ASp

Thr

75

Asp

val

val

Arg

Leu

Arg

60

Gly

Ser

Leu

page 101

Ala

Asn

Leu

45

Phe

Ala

Ser

L.eu

Tyr

30

val

Ser

Gln

Gly

Gly

15

Tyr

Met

Gly

Ala

Asn
95

Gln

Ala

Tyr

Ser

Glu

80

His



<213>

<220>
<221>
<223>

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

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

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

Lys val

val

Tyr

phe
50

Ile

Gly
65

Ser

Thr Gly

Asn Pro

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

<220>
<221>
<223>

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

<220>

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
LCDR1

MISC_FEATURE
(51)..(53).
LCDR2

MISC_FEATURE
(88)..(96)
LCDR3

125
val Leu Thr

Ile
20

Thr ser

Thr
35

Trp Tyr

Asp Asn Asp

Lys Ser Gly

Ala
85

Asp Glu

Phe
100

Leu Gly

126
109
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.1S.

MISC._FEATURE
(26)..(33)
LCDR1

.232

GIn

Cys

Gln

Lys

Thr

70

Asp

Gly

233

Tight chain

Pro Pro Ser

Ser
25

Ser Gly

val
40

His Pro

Arg Pro Ser

55

Ser Ala Thr

Tyr Tyr Cys

Gin
105

Gly Thr

1ight chain

530709_1

val
10

Ser
Gly
Gly
Leu
Gly
90

Leu

Ser

Ser

Thr

Ile

Ala

75

Thr

Thr

Ala

Asn

Ala

Pro

60

ITe

Trp

val

Page 102

Ala

Ile

Pro

45

Asp

Thr

ASp

L.eu

Pro

Gly

30

Lys

Arg

Gly

Ser

Gly

15

Asn

Leu

Phe

Leu

Ser
95

Gin

Asn

Leu

Ser

Gin

80

Leu



<221>
<222>
<223>

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

<400>

Gin ser val Leu

1

Lys val Thr
Tyr val Thr
35
Ile Phe Asp
50

Gly Ser Lys
65

Thr Gly Asp

Asn Pro Leu

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

<220>
<221>
<223>

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

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

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

<400>

1

MISC_FEATURE

(5D)..(53)
LCDR2

MISC_FEATURE
(88)..(96)
LCDR3

126

Thr

Ile
20

ser
Trp Tyr
Asn Asp
ser

Gly

Ala
85

Glu

phe

Gly
100

127
109
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
LCDR1

MISC._FEATURE

(51D)..(53)
LCDR2

MISC_FEATURE
(88)..(96)
LCDR3

127

5

Gln Pro

Cys ser

Gln His

Lys Arg

55

Thr
70

Ser
Asp

Tyr

Gly Gly

Pro

Gly

va’l

40

Pro

Ala

Tyr

Thr

530709_1

val ser
10

Ser

Ser Ser Ser

25

Pro Gly Thr

Ser Gly Ile

Ala
75

Thr Leu

Gly Thr

90

Cys

Gln Thr

105

Leu

.234 Tight chain

10

Ala

Asn

Ala

Pro

60

Ile

Trp

val

page 103

Ala

Ile

Pro

45

Asp

Thr

Asp

Leu

Ala

Gly

30

Lys

Arg

Gly

Ser

Gly

15

Asn

Leu

Phe

Leu

ser
95

Gln

Asn

Leu

ser

Gln

80

Leu

GIn Ser val Leu Thr GIn Pro Pro Ser val Ser Ala Ala Ala Gly Gln
15



530709._1

Lys val Thr Ile Ser Cys Ser Gly ggr Ser Ser Asnh Ile ggy Asn Asn
20

Tyr val Thr Trp Tyr Glin His Xg1 Pro Gly Thr Ala Zgo Lys Leu Leu
35

ITe Phe Asp Asn Asp LYS égg Pro Ser Gly Ile Ego Asp Arg Phe Ser
50

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Ala Ile Thr Gly Leu Gln
65 70 75 80

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu

85 90 95
Asn Pro Leu Phe Gly Gly Gly Thr GIn Leu Thr val Leu
100 105
<210> 128
<211> 110
'<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE . _
<223> Clone XPA.15.235 light chain

<220>

<221> MISC_FEATURE
<222> @27)..(037)
<223> LCDR1

<220>

<221> MISC_FEATURE

<222> (55)..(57)

<223> LCDR2

<220>

<221> MISC_FEATURE

<222> (94)..(98)

<223> LCDR3

<400> 128

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

Gln Pro Ala Ser Ile ser Cys Arg ggr Ser Gln Ser Leu §a1 Tyr Ser
20 0

Asp Gly Asn Thr Tyr Leu Asn ng Phe GIn Gln Arg zgo Gly G1n Ser
35

Pro Agg Arg Leu Ile Tyr %gs val Ser Asn Arg ggp Ser Gly val pro
5

Page 104



Asp Arg
65

ser Arg
Thr His

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

<220>
<221>
<223>

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

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

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

<400>
Glu Ile
1

Glu Lys

Leu His

Lys Tyr

50

ser
65

Gly
Glu Asp

Thr phe

Phe ser Gly
val Glu g?a

Trp Ser phe
100

129
107
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
27>..(032)
LCDR1

MISC_FEATURE

(50)..(52)
LCDR2
MISC_FEATURE

(99)..(105)
LCDR3

129
val Leu Thr

Thr Ile

20

val

Trp Gln

35

Tyr

Ala ser GlIn

Ser Gly Thr

Thr
85

Ala Ala

Gln
100

Gly Gly

70

5307091

Ser Gly Ser Gly Thr 9§p Phe Thr Leu Lys Ile

80

Glu Asp val Gly val Tyr Tyr Cys Met Gin Gly
90 95

Gly GIn Gly Thr

105

.236 Tight chain

Gln

Thr

Gln

Ser

Asp

70

Tyr

Thr

Ser

cys

Lys

Ile

55

Phe

Tyr

Lys

Pro

Arg

Pro

40

ser

Thr

Cys

val

Asp

Ala

25

Asp

Gly

Leu

His

Glu
105

Arg Leu Glu Ile Lys

rhe Gln

10

Ser

ser Gln Ser

GIn Ser Pro

val Ser

60

Pro

Thr
75

Thr Asn

GIn
30

Ser Ser

ITe Lys

page 105

val

Ile

Lys

45

Arg

Ser

Ser

110

Thr

Gly

30

Leu

Phe

Leu

Leu

Pro

15

Ser

Leu

Ser

Glu

Pro
95

Lys

Ser

Ile

Gly

Ala

80

Trp



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

<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223>
<400>
Asp Ile
1

Asp Arg

Leu Ala

Tyr Ala
50

Ser Gly
65

Glu Asp
Thr Phe

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

<220>
<221>
<223>

<220>
<221>
<223>

130
107
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC..FEATURE
27)..G32)
LCDR1

MISC_FEATURE

(50)..052)
LCDR2

MISC_FEATURE
(99).. (105
LCDR3

130

Gln Leu ghr

val Thr Ile
20

Trp Tyr Gln
35

Ala Ser Arg
Ser Gly Thr

Phe Ala Thr
85

Gly Gly Gly

131
108
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

.237 tight chain

Gln Ser

Thr Cys

GIn Lys

Leu Glu

55

Asp Tyr
70

Tyr Tyr

Thr Lys

Pro

Arg

Pro

40

Ser

Thr

Cys

val

Ser

Ala

25

Gly

Gly

Leu

Gln

.226 Tight chain

Clone XPA.15.238 light chain

530709_1

Ser Leu Ser
10

Ser GIn Gly

Lys Ala Pro

val Pro Ser
60

Thr Ile Ser
75

Gln Tyr Tyr
90

ITe Lys

Page 106

Ala

Ile

Arg

Ser

Ser

Ser

Ser

30

Leu

Phe

Leu

Thr

val

15

Ash

Leu

ser

Gin

Leu
95

Gly

Ser

Leu

Gly

Pro

80

Ley



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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>
Glu Ile
1

Glu Arg

Tyr Leu

ITe Tyr

Gly ser

65

Pro Glu

MISC_FEATURE

27)..(32)
LCDR1

MISC_FEATURE
(50)..(52)
LCDR2

MISC_FEATURE
(99)..(105)
LCDR3

131

val Leu Thr

Ala Thr Leu
20

Ala Trp Tyr
35

Gly Ala Ser

Gly Ser Gly

Asp Phe Ala
85

pPro Thr Phe Gly Gln

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

<220>
<221>
<223>

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

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

<220>
<221>

132

112

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(27)..Q37)
LCDR1

MISC_FEATURE
(55)..(57)
LCDR2

MISC_FEATURE

Glin

Ser

Gln

ser

Thr

70

val

Gly

Ser

Cys

Arg

Arg

55

Asp

TYyr

Thr

Pro

Arg

Lys

Ala

Phe

Tyr

Lys

Gly

Ala

25

Pro

Thr

Thr

Ccys

Leu
105

.239 Tight chain

530709.1

Thr
10

Ser
Gly
Gly
l.eu
Glin
90

Glu

L.ey

Gin

Arg

Ile

Thr

75

Gin

Ile

Ser

Ser

Ala

Pro

60

Ile

Tyr

Lys

Page 107

Leu

val

Pro

45

Asn

Ser

Gly

Ser

Ser

30

Arg

Arg

Arg

Ser

Pro

15

Ser

l.eu

Phe

Leu

ser
95

Gly

ser

L.eu

Set’

Glu

80

Pro



530709_1
<222> (94)..(100)
<223> LCDR3
<400> 132
Asp Ile val Met Thr GIn Ser Pro Leu Ser Leu Pro val Thr Pro Gly
1 5 10 15

Glu Pro Ala ggr Ile Ser Cys Arg ggr Ser GIn Ser Leu Leu His Ser
30

Asn Gly ;yr Asn Tyr Leu Asp Tgp Tyr Lteu GIn Lys Pro Gly GIn Ser
5 4 45

Pro GIn Leu Leu ITe Tyr Leu Gly Ser Asn Arg Ala Ser Gly val Pro
50 A 55 60

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

ser Arg val Glu Ala Glu Asp val Gly val Tyr Tyr Cys Met Gin Ala

85 90 95
Leu Gin Thr Pro His Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 133
<211> 106
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.241 1ight chain

<220>

<221> MISC_FEATURE
<222> @7)..(32)
<223> LCDR1

<220>

<221> MISC_FEATURE
<222> (50)..(52)
<223> LCDRZ

<220>

<221> MISC_FEATURE
<222> (99)..(104)
<223> LCDR3

<400> 133

Glu Ile val Met Ehr GIn Ser Pro Ala Tgr Leu Ser val Ser ;ro Gly
1 1

Glu Arg Ala ;hr Leu Ser Cys Arg gga Ser Gln Ser Ile Ser Thr Asn
0 30

pPage 108



Leu Ala Trp Tyr GIn GlIn
35

Tyr Gly Ala Ser Thr Arg
50

ser Gly Ser Gly Thr Glu

65 70

Glu Asp pPhe Ala gg% Tyr

Phe Gly GIn Gly Thr Arg

100

<210> 134

<211> 106

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.242

<220>

<221> MISC_FEATURE

<222> (27)..(032)

<223> LCDbR1

<220>

<221> MISC_FEATURE

<222> (50)..(52)

<223> LCDR2

<220>

<221> MISC_FEATURE

<222> (99)..(104)

<223> LCDR3

<400> 134

Asp Ile Gin Met Thr GIn

1 5

Asp Arg val Thr Ile Thr

20

Leu Ala ;gp Tyr GIn Gin

Tyr Ala Thr Ser Arg Leu
50

Ser Gly Ser Gly Thr Asp

65 70

Glu Asp Phe Ala Ser Tyr

Lys Pro
40

Ala Thr

Gly
55

phe Thr Leu

Tyr Cys

Ile
105

Leu Glu

Tight chain

Ser Pro Ser

Ala
25

Cys Arg

Lys Pro

40

Gly

Glu
55

Thr

Tyr Thr Leu

Tyr Cys Gln

Gly:

530709_1

Gly GIn Thr Pro zgg teu Leu Ile

ITe Pro gga Arg pPhe Ser Gly

Thr ITe Ser Ser Leu Gln Ser

75

80

Gln Tyr Asn Ser Glu Ile Ser

90

Lys

Ser Leu Ser

10

Ser GIn

Lys Ala Pro

val Pro Ser

60

Thr I'le
75

Ser

GIn Phe Tyr
pPage 109

Ala

Ile

Lys

45

Arg

Ser

Ser

Ser

Ser

30

Leu

Phe

l.eu

Asn

95

val

15

Asn

Leu

Ser

Gln

Pro

Gly

Ser

Leu

Gly

Pro

80

Ser



85

Phe Gly GIn Gly Thr Lys val Glu
100

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

<220>
<221>
<223>

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

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

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

<400>

Asp ITe Gln Met
1

ASp

Leu

Tyr
50

ser
65

Glu

Thr

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

Arg vail Thr

20
Ala Trp
Ala Ala
Gly Ser
Asp Phe

Phe Gly

135
107
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(27)..(32)
LCDR1

MISC_FEATURE
(50)..(52)
LCDR2

MISC_FEATURE
(99)..(105)
LCDR3

135

Thr

Ile

Tyr Glin

35

Ser Ser

Thr

Thr
85

Ala

Gin
100

Gly

136
107
PRT

Homo sapiens

Ile
105

.243 Tight chain

Gln

Thr

Gln

Leu

Asp

70

Tyr

Thr

Ser

Cys

Lys

Gin

55

Phe

Tyr

Arg

Pro

Arg

Pro

40

Ser

Thr

Cys

l.eu

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu
105

530709_1
90

Lys

ser
10

l.eu Ser

Ser GIn Gly

Lys Ala Pro

val Pro Ser

60

Ile
75

Thr Ser

Gin Ala

90

Asn

Ite Lys

page 110

Ala

Ile

Arg

Ser

Ser

Ser

Ser

30

Leu

Phe

Leu

Phe

95

val

15

Ser

Leu

Ser

Gin

Pro
95

Gly

Trp

Ile

Gly

Pro
80



<220>
<221>
<223>

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

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

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

<400>
Asp Ile
1

Asp Arg

Leu Ala

Tyr Asp

50

Ser Gly

65

Glu Asp

Thr Phe

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

<220>
<221>
<223>

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

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

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

27)..032)
LCDR1
MISC_FEATURE

(50)..(52)
LCDR2
MISC_FEATURE

(99)..(105)
LCDR3

136
Glin Leu Thr

val Thr
20

Ile

Trp Gin

35

Tyr

Ala Ser Ser

Thr Gly Thr

Phe Ala Ser

85

Glin
100

Gly Gly

137
107
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

@7)..032
LCDR1
MISC_FEATURE

(50)..(52)
L.CDR2

.244 Tight chain

GIn Ser Pro

Thr Cys Arg

Lys Pro

Gln
. 40

Glu
55

Leu Arg

Asp Phe Thr

70

Tyr Tyr Cys

Thr Arg Leu

Ser

Ala

25

Gly

Gly

Leu

His

Glu
105

.245 1ight chain

530709..1

Ser

10

Ser

Lys

val

Thr

Gin

30

Ile

Leu

Gln

Ala

Pro

Ile

75

Phe

Lys

Ser

Gly

Pro

Ser

60

Ser

Asn

page 111

Ala

Ile

Arg

Ser

Ser

Ser

Ser

30

val

Phe

Leu

Tyr

val
15

Ser
Leu
Ser

Gin

Pro
95

Gly

Ala

Ile

Gly

Pro

80

ASD



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

<400>

MISC_FEATURE
(99)..(105)
L.CDR3

137

Ala Ile Arg Mei Thr

1

Asp Arg val Thr Ile

20

Leu Ala ggp Tyr Gin

Tyr Thr Thr Ser Thr
50

ser Arg Ser Gly Thr

65

Asp Asp Phe Ala Thr

85

Thr Phe Gly Gly Gly

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

<220>
<221>
<223>

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

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

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

<400>

1

138

108

PRT i
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

27)..033)
LCDR1
MISC_FEATURE

(GD..03)
I.CDR2
MISC_FEATURE

(100)..(106)
LCDR3

138

Gln Ser

Thr Cys

GIn Lys

teu Glu

55

Glu Phe
70

Tyr Tyr

Thr Lys

Pro

Arg

Pro

40

Ser

Thr

Cys

val

ser

Ala

25

Gly

Gly

Leu

Gln

Glu
105

.246 1ight chain

5307091

Thr
10

Ser

Lys

val

Thr
Gin

90

Ile

10

Leu

Gln

Ala

Pro

Ile

75

Tyr

Lys

Ser

Ser

Pro

Ser

60

ser

Asn

Ala

Ile

Arg

Ser

Ser

Ser

Ser

30

Leu

Phe

Leu

Tyr

val

15

Thr

Leu

Ser

Gln

Pro
95

Gly

Trp

Ile

Gly

Pro

8Q

Leu

Glu ITe val Leu Thr Gin Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
5 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Leu Ser Ser Ser
Page 112



Phe Leu

Ile Tyr
50

Gly ser
65

teu Glu
Ile Thr

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Asp val

1

Gln Pro

Asp Glu

Pro Arg
50

Asp Arg
65

20

Ala
35

Trp Tyr

Gly Ala Gly

Gly Tyr Gly

Ala
85

Asp Phe

Phe Gly GIn

139
112
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE
Q7..37D
LCDR1

MISC_FEATURE
(55)..(57)
LCDR2

MISC_FEATURE
(94)..(1010)
{.CDR3

139
val Met Thr

Ala Ser Ile
20

Asn Thr
35

Tyr
Leu

Arg Leu

" Phe Ser Gly

Gln

Ser

Thr

70

val

Gly

247

GIn

Ser

Leu

Tyr Lys

Ser
70

25

Gln Pro

Arg Thr

55

Asp Phe Ser

Tyr Tyr Cys

Thr Leu

105

Arg.

Tight chain

Ser Pro Leu

Cys Arg Ser

25

Asn Trp Phe
40

val ser
55

Gly ser Gly

530709.1

30

Gly Gln Ala zgo Arg Leu Leu

Gly val ggo Asp Arg Phe Ser

Leu Thr Ile Ser Arg Leu Glu

Gin GIn Tyr Asp Arg Ser Gln
90 95

Glu Ile Lys

10

Ser Leu Ser val Thr Leu Gly
15

Ser Leu Ser Leu val Tyr Gly
30

GIn GIn Arg Zgo Gly GIn ser

ASp Arg %Sp Ser Gly val pPro

Thr Asp Phe Thr Leu Lys Ile
75 80

pPage 113



530709_1

ser Arg val Glu g;a Asp Asp val Gly 381 Tyr Tyr Cys Met g;n Gly

Thr His Trp Pro Tyr Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105

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

<220>
<221>
<223>

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

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

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

<400>
Glu Ile
1

Glu Thr

teu His

Lys Tyr

50

Thr
65

Gly

Glu Asp

Thr phe

<210>
<211>
<212>

140

107

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
27)..(32)
LCDR1

MISC_FEATURE
(50)..(52)
LCDR2

MISC_FEATURE
(99)..(105)
LCDR3

140
val

Leu Thr
5

va'l Ihr Ile

[Av)

Trp Gln

Tyr
35

Ala Ser Gln

Ser Gly Thr

Thr
85

Ala Ala

Gin
100

Gly Gly

141
107
PRT

.248 1ight chain

Gin

Ser

Gln

Ser

Asp

70

Tyr

Thr

Ser

Cys

Lys

Leu

55

Phe

Tyr

Lys

Pro

Arg

Pro

40

Ser

Thr

Cys

val

Phe Gin

10

ASp

Ala Ser Glin
"

o

Asp GlIn Ser

Gly val Pro

Ile
75

L.eu Thr

Gin Thr

90

Leu

Glu Ile

105

Lys

Page 114

Ser

Asn

Pro

Ser

60

Lys

Ser

val

Tle

Lys

45

Arg

Ser

Ser

110

Thr
Gly
30

val
Phe
Leu

Leu

Pro

15

val

Leu

Ser

Glu

Pro
95

Lys

Ser

Ile

Gly

Ala

80

Trp



<213>

<220>
<221>
<223>

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

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

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

<400>

Ala 1Ile Gln

1

ASp

Leu

Tyr

Ser

65

Glu

Thr

Arg

Asn

Ala

50

Gly

ASp

Phe

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

<220>
<221>
<223>

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

<220>

HOmo sapiens

MISC__FEATURE
Clone XPA.15

MISC_.FEATURE
27)..(32)
LCDR1

MISC_FEATURE

(50)..(52)
LCDR2

MISC_FEATURE
(99)..(10%)
LCDR3

141
Leu Thr

Thr Ile

20

val

Tr
35p

Tyr

Ala Ser Sser

Ser

Gly Thr

Thr
85

Phe Ala

Gly Gly Gly

100

142
107
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(27)..(32)
LCDR1

Gin

.249 light chain

GIn Sser

ser Cys
GIn

LyS

Gln
55

L.eu

Asp Phe

70

Tyr Tyr

Thr Lys

Pro

Arg

Pro

40

Ser

Thr

Cys

Leu

Ser

Ala

25

Gly

Gly

L.eu

Glin

Glu
105

.250 Tight chain

530709.1

Ser
10

Leu Ser

Ser Gln Sser

Lys Ala Pro

val Ser

60

Pro

Ile Ala

75

Thr

GIn Phe

90

Asp

ITe Lys

Page 115

Ala

Ile

Asn

45

ATrg

Gly

Ser

Ser

Thr

30

Leu

Phe

Leu

Tyr

val

15

Ser

Leu

Ser

Gln

Pro
95

Gly

Tyr

Ile

Gly

Pro

80

Phe



<221>
<222>
<223>

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

<400>

MISC_FEATURE
(50)..(52)
LCDR2

MISC_FEATURE
(99)..(105)
LCDR3

142

Ala Ile Arg Met Thr

1

Asp Arg val Thr Ile

20

Leu Ala Trp Tyr Gln

35

Tyr Ala Ala Ser Asn

50

ser Gly Ser Gty Thr
65

Glu Asp Phe Ala Thr

Thr pPhe

<210>
<211>
<212>
<Z213>

<220>
<221>
<223>

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

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

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

<400>

1

85

Gly Gly Gly
100

143
112
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
26)..034)
LCDRL

MISC_FEATURE
(52)..054)
LCDR2

MISC_FEATURE
(91)..(100)
LCDR3

143

Gin Ser

Thr Cys

GIn Thr

Leu GIn

55

Asp Phe
70

Tyr Tyr

Thr Lys

Pro

Arg

Pro

40

Ser

Thr

cys

val

Ser
Ala
25

Gly
Gly
Leu

Gin

Glu
105

.272 Tight chain

5307091

Thr

10

Ser

Lys

val

Thr

Gln
90

ITe

10

Leu

Gln

Ala

Pro

Ile

75

Ser

Lys

Ser

Ser

Pro

ser

60

Ser

TYyr

Page 116

Ala

Ile

Arg

Ser

Asn

Ser

Ser

30

Leu

Phe

Leu

Thr

val

15

Ser

Leu

Ser

Gln

Pro
95

Trp
Ile
Gly
Pro

80

Leu

GIn Ser Ala Leu Ehr Gln Pro Ala Ser val Ser Gly Ser Pro ﬁgy Gln



530709_1

Ser Ile Thr Ile Ser Cys iLeu Gly Thr ITe Asn Asp val Gly Leu Tyr
20 25 30

Asn Leu ga1 ser Trp Tyr Gln ng His Pro Gly Lys A;a Pro Lys Leu
5 4 4

Met I&e Tyr Glu val ser Egs Arg Pro Ser Gly gg? Ser Asn Arg Phe
5

ser Gly Ser Lys Ser Gly Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu
65 70 75 80

Gin Ala Glu Asp Glu Ala val Tyr Tyr Cys Asn Ser Tyr Thr Ser Ser
85 30 95

Ser Asn Phe Trp val Phe Gly Gly Gly Thr GIn teu Thr val Leu Gly
100 105 110

<210> 144
<211> 111
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> <Clone XPA.15.275 1light chain

<220>

<221> MISC_FEATURE
<222> (26)..(34)
<223> LCPR1

<220>

<221> MISC_FEATURE
<222> (52)..(54)
<223> LCDR2Z

<220>

<221> MISC_FEATURE

<222> (91)..(99)

<223> LCDR3

<400> 144

GIn Thr val val Thr Gln Glu Pro Ser Phe Ser val Ser Pro G;y Gly
1 5 1

Thr val Thr ESU Thr Cys Gly Leu Thr Ser Gly Ser val ggr Thr Arg
25

Asn Phe ggo Gly Trp Tyr Gln ggn Thr Pro Gly Gln Zhr Leu Arg Thr
5 .

Leu ITe Tyr Asn Thr Asn E?r Arg Ser Ser Gly gg1 Pro Asp Arg Phe
50
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530709_1

Ser Gly Ser ITe Leu Gly Asn Lys Ala Ala Leu Thr ITe Thr Gly Ala
65 70 75 80

GlIn Ala Asp Asp g%u Ser Asp Tyr Tyr ggs val Leu Tyr Met g?r Gly

Asp Ile Trp val phe Gly Gly Gly Thr Lys val Thr val Leu Gly
100 105 110

<210> 145
<211> 110
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.282 light chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> LCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(53)
<223> LCDRZ2

<220>

<221> MISC_FEATURE

<222> (90)..(98)

<223> LCDR3

<400> 145

GIn ser val Leu Thr Gln Pro Pro Ser val Ser Ala Ala Ala Gly Gln
1 5 10 15

Lys val Thr %Ae Ser Cys ser Gly ggr Ser Ser Asn Ile géy Asn Asn

Tyr val Thr Trp Tyr GIn His val Pro Gly Thr Ala Pro Lys Leu Leu
35 40 45

Ile gge Asp Asn Asp Lys egg Pro ser Gly Ile 250 Asp Arg Phe Ser

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Ala Ile Thr Gly Leu Gln
65 ' 70 75 80

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu
85 90 95

Asn Pro Leu Phe Gly Gly Gly Thr GIn Leu Thr val Leu Gly
100 105 110
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<210>
<211>
<212>
<213>

<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223>
<400>

Gln Ser
1

Lys val
Tyr val

ITe pPhe
50

Gly Ser
65

Thr Gly
Asn Pro

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

<220>
<221>
<223>

<220>
<221>
<222>

146

110

PRT -
Homo sapiens

MISC_FEATURE
Clone xPA.15

MISC._FEATURE
(26)..(33)
LCDR1

MISC_FEATURE
(51)..(53)
LCDR2

MISC_FEATURE
(90)..(98)
LCDR3

146

val Leu Thr

Thr Ile Ser
20

Thr Trp Tyr
35

Asp Asn Asp

Lys Ser Gly

Asp Glu Ala
85

Leu Phe Gly
100

147

114

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
27)..(38)

530709_1

.284 light chain -

Gin

cys

Gin

Lys

Thr

70

ASD

Gly

Pro

sSer

His

Arg

55

Ser

Tyr

Gly

Pro

Gly

val

40

Pro

Ala

Tyr

Thr

Ser

Ser

25

Pro

Ser

Thr

Cys

Gin
105

.293 Tight chain

val
10

ser
Gly
Gly
Leu
Gly
90

Leu

Ser

Ser

Thr

Ile

Ala

75

Thr

Tht

Ala

Ash

Ala

Pro

60

Ile

Trp

val

Page 119

Ala

Ile

Pro

45

Asp

Thr

ASp

L.eu

Ala

Gly

30

Lys

Arg

Gly

Ser

Gly

Gly

15

Ash

Leu

Phe

l.eu

ser
95

GlIn

Ash

L.eu

Ser

GIn

80

Leu



<223>

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

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

<400>

LCDR1

MISC_FEATURE
(56)..(58)
LCDR2

MISC_FEATURE
(95)..(101)
LCDR3

147

Asp ITe val Met Thr

1

Glu Pro Ala Ser Ile

20

Asp Asp Gly Asn Thr

35

ser Pro GIn Leu Leu

50

BYo- Asp Arg Phe Ser

65

ITe Ser Arg val Glu

85

Arg Ile Glu Phe Pro

100

Lys Arg

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

<220>
<221>
<223>

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

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

<220>
<221>

148

113

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L~CDRL

MISC_FEATURE
(51)..(53)
L-CDR2

MISC_FEATURE

Gln

Ser

Tyr

Met

Gly

70

Ala

Tyr

Thr

Cys

Leu

Tyr

55

Ser

Glu

Thr

Pro

Arg

Asp

40

Ser

Gly

Asp

rhe

Leu

Ser

25

Trp

Leu

Ser

val

.110 1ight chain

5307091

Ser
10

Ser
Tyr
ser
Gly
Gly
90

Gin

lLeu

Gln

val

Tyr

Thr

75

val

Gly

Pro

Ser

Gln

Arg

60

ASp

Tyr

Thr

Page 120

val

L.eu

LyS

45

Ala

Phe

Tyr

LyS

Thr

Leu

30

Pro

Ser

Thr

cys

Leu
110

Pro
15

AsSp
Gly
Gly
Leu
Met
95

Glu

Gly

Ser

Gin’

val

Ile



<222>
<223>

<400>

(97)..(10L)
L~CDR3

148

Gin ser val Leu Thr
1

Arg

Pro

Ile

Gly

65

Ser

val

Ile

Tyr

50

ser

Glu

Thr

Ser
35

Asn.

Lys

ITe

20

Trp

ASn

sSer

5

Ser

Tyr

AsSp

Gly

‘Asp Glu Ala
85

Asn Gly Pro val Trp

Gly

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

<220>
<221>
<223>

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

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

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

<400>

1

100

149
111
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
L-CDR1

MISC_FEATURE

(51)..(53)
L-CDR2

MISC_FEATURE
(90).. (99
L-CDR3

149

GIn

cys

Gln

Gln

Thr

70

Asp

val

Pro

Ser

Gin

Arg

55

Ser

Tyr

Phe

Pro

Gly

Leu

40 -

Pro

Ala

Tyr

Gly

Ser

Ser

25

Pro

ser

Ser

Cys

.120 1ight chain

5307091

Ala
10

Ser
Gly
Gly
Leu
Ala
90

Gly

Ser

Ser

Thr

val

Ala

75

Ala

Thr

Gly

AsSn

Ala

Pro

60

Ile

Trp

Lys

pPage 121

Thr

Ile

Pro

45

Asp

sSer

AsSp

Leu

Pro
Gly
30

Lys
Arg
Gly
Asp

Thr
110

Gly
15

Arg
Leu
Phe
Leu
Ser
95

val

Gln

Asn

Leu

Ser

Arg

80

l.eu

l.eu

GlIn ser val Leu ghr Gin Pro Pro Ser ééa ser Gly Thr pPro g;y Gln



Arg

Tyr

Ile

Gly
65

Ser

Ser

<210>
<211>
<Z212>
<213>

<220>
<221>
<223>

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

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

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

<400>

val

val

TYr

50

Ser

Glu

Ala

Ile
20

Thr Ser

ser
35

Trp Tyr

Gly Asn Ser

Lys Ser Gly

Ala
85

Asp Glu

val phe

100

val

150
112
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(34)
L-CDR1

MISC_FEATURE
(52)..054
L-CDR2

MISC_FEATURE
(91)..(100)
L~CDR3 :

150

Gln ser val Leu Thr
1 5

Arg val Ile gle Ser

Tyr Asp gg1 His Trp

Leu Ile Tyr Gly Asn
50

Ser Gly Ser Lys Ser

Cys

GIn

Ash

Thr

70

Asp

Gly

.163

Gln

cys

TYyr

Ser

Gly

Ser Gly Ser

25

GIn Leu

40

pPro

Arg Pro Sser

55

Ser Ala Ser

Tyr Tyr Cys

Thr
105

Gly Gly

Tight chain

Pro Pro Ser

Ala

Gly ser
25

GlIn Leu
40

His

Asn Glin Pro

35

Thr Ser Ala

530709_1
Ser Ser Asn

Gly Thr Ala
Gly val Pro
60

Lteu Ala Ile
75

Ala Ala Trp

90

Lys Leu Thr

Ala Ser Gly
10

ser ser Ash
Pro Gly Thr
Ser Gly val

60

Ser Leu Ala
Page 122

Ile

Pro
45

ASp

ser

ASp

val

Thr
Ile
Ala
45

Pro

Gly

30

Lys

Arg

Gly

Asp

Leuy
110

Pro
Gly
30

Pro

Asp

Ser

AsSn Asnh

Leu Leu

Phe Ser

Leu Arg

80

ser
95

Leu

Gly

Gly Leu
15

Ala Gly
Lys Leu

Arg Phe

Gly Leu



65

70

5307091
75

80

Arg Ser Glu Asp glu Ala Asp Tyr Tyr g%s Thr Ser Tyr Thr g;y Asnh
5

Asn GIn Phe val Ile phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly
105 110

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

<220>
<221>

<223>

<220>

<221>

<222>
<223>

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

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

<400>

151
119
PRT

100

Mus musculus

MISC_FEATURE

- MISC_FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(5D..(58)
H-CDR2

MISC_FEATURE
(97)..(108)
H~CDR3

151

Gln val Gin
1

Ser

Trp

Gly

Lys

65

Met

Ala

Thr

val

Met

Gin

50

Gly

Gin

Arg

Ser

Lys

Ser

35

Ile

Lys

Leu

Gly

val
115

Leu

Ile

20

Trp

Tyr

Ala

Ser

val

100

Thr

Gln

Ser

val

Pro

Thr

Ser

85

ser

val

Gln

cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

Gln

Asp

55

Thr

Thr

Tyr

Ser

Glu

Ala

Arg

40

Gly

Ala

Ser

Gly

‘Clone XPA.015.172 heavy chain

Ala

Ser

25

Pro

ASD

Asp

Glu

Ala
105

Glu Leu val Lys
10

Gly Tyr Thr Phe

Gly Lys Gly Leu
45

Thr Asn Tyr Asn

Lys Ser Ser Gly
75

Asp Ser Ala val
90

Met Asp Tyr Trp
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Pro

Seyv

30

Glu

Gly

Thr

Tyr

Gly
110

Trp

Lys

Ala

Phe

95

GIn

Ala

Ile

phe

Tyr

80

Cys

Gly



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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1
Ser val
Trp Met
Gly GlIn
50
Lys Gly
Met Gln
Ala Arg

Thr Ser

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

<220>

152
119
PRT
Mus musculus

MISC_FEATURE

Clone XPA.015.189 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC..FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
97)..(108)
H-CDR3

152

GIn Leu GIn

Lys Ile Ser
Y 20

Asn Trp val
35

Ite Tyr Pro

Lys Ala Thr

Leu Sér Ser
85

Gly val ser
100

val Thr val
115

153
119
PRT
Mus musculus

Gin

Cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

Gln

Asp

55

Thr

Thr

Tyr

Ser

val

Ala

Arg

40

Gly

Ala

Ser

Gly

Ala

Ser

25

Pro

Asp

Asp

Glu

Ala
105

530709_1

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Met

L.eu

Tyr

Lys

Asn

Ser

75

Ser

Asp

val

Ala

Gly

60

Ser

Ala

Tyr

Page 124

Lys

Phe

Leu

45

Asn

Gly

val

Trp

Pro

Ser

30

Glu

Gly

Thr

Tyr

Gly
110

Gly

15

ser

Trp

Lys

Ala

Phe

95

Gin

Ala

Tyr

Ile

Phe

Cys

Gly



Clone XPA.015.176 heavy chain

Clone XPA.015.178 heavy chain

<221> MISC_FEATURE
<223>
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDRL
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2
<220>
<221> MISC_FEATURE
<222> (97)..(108)
<223> H-CDR3
<400> 153
GIn val Gln Leu Gln
1 5
Ser val Lys Ile Ser
20
Trp Met Ser Trp val
35
Gly GIn Ile Tyr Pro
50
Lys Gly tys Ala Thr
65
Met GIn Leu Ser Ser
85
Ala Arg Gly val ser
100
Thr ser val Thr val
115
<210> 154
<211> 119
<212> PRT
<213> Mus musculus
<220>
<221> MISC_FEATURE
<223>
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1
<220>

Gln

Cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

GlIn

ASp

55

Thr

Thr

Tyr

Ser

Glu

Ala

Arg
40

Gly
Ala

Ser

Gly

Ala

Ser

25

Pro

Asp

Asp

Glu

Ala
105

5307091

Glu
10

Gly
Gly
Thr
Lys
ASp
90

Met

Leu

Tyr

Lys

Asn

ser

75

Ser

ASp

val

Thr

Gly

Tyr

60

Ser

Ala

Tyr

page 125

Lys

Phe

Leu

45

Asn

Gly

val

Trp

Pro

Ser

30

Glu

Gly

Thr

Tyr

Gly

15

Ser

Trp

Lys

Ala

Phe

95

Gln

Ala

Tyr

Ile

Phe

Cys

Gly



<221>
<222>
<223>

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

<400>

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(108)
H-CDR3

154

GIn val GIn Leu Glin

1

Ser val

Trp Met

Gly GlIn
50

Lys Ile Ser
20

Asn Trp val

Ile Tyr Pro

Lys Gly Lys Ala Thr

Met GlIn

Ala Arg

Thr ser

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

<220>
<221>
<223>

<220>
<221>
<222>

<223>

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

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

Leu Ser Ser
85

Gly val Ser
100

val Thr val
115

155
119
PRT
Mus musculus

MISC_FEATURE

Clone XPA.015.183 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(108)
H-CDR3

Gln

Cys

LysS

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

GlIn

Asp

55

Thr

Thr

Tyr

Ser

Glu

Ala

Arg

40

Gly

Ala

Ser

Gly

Ala

Ser

Pro

Asp

Asp

Glu

Ala
105

5307091

Glu

10

Gly

Gly

Thr

Lys

ASD

90

Met

Leu

Tyr

Lys

Asn

ser

75

ser

ASp

val

Thr

Gly

Tyr

60

Ser

Ala

TYr

Page 126

Lys

Phe

Leuy

45 .

Asn

Gly

val

Trp

Pro

Ser

30

Glu

val

Thr

TYr

Gly

Gly

15

Ser

Trp

Lys

Ala

Phe

95

Gln

Ala

Tyr

Phe
Tyr
80

Cys

Gly



<400>

GIn val Gln

1

Ser

Trp

Gly

Lys

Met

Ala

Thr

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

<220>
<221>
<223>

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

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

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

<400>

1

val

Met

Gin

50

Gly

Glin

Arg

ser val

155

Leu Glin

Ile
20

Lys ser

Asn val

Trp
35

Ile Tyr Pro

Lys Ala Thr

ser
85

Leu Ser

val
100

Gly Ser

Thr val

115

156
116
PRT
Mus musculus

MISC_FEATURE

Clone XPA.015.188 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(105)
H~CDR3

156

Gln

Cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

LyS

Gln

ASp

55

Thr

Thr

Tyr

Ser

Glu

Ala

Arg

40

Gly

Ala

ser

Gly

Ala

Ser

25

Pro

Asp

ASp

Glu

530709_1

Glu Leu val

Gly Tyr Thr

Gly Lys Gly

Thr Asn Tyr

60

Ser Ser

75

Lys

Asp Ser Ala

90

Ala
105

Met Asp Tyr

Lys

Phe

Leu

45

Asn

Gly

val

Trp

Pro

ser

30

Glu

val

Thr

Tyr

Gly

Gly

15

ser

Trp

Lys

Ala

Phe

95

Gin

15

Ala

Tyr

Ile

Phe

Tyr

80

Cys

Gly

Glu val Gin Leu g]n GIn Ser Gly Pro ﬁgu Leu val Lys Pro Gly Ala

Ser val Lys %ée Ser Cys Lys Ala ;gr Gly Tyr Thr phe ggr Asp Ser

page 127



Tyr Met

Asn
35

Gly Asp Ile

50

Lys Asp
65

Met Glu

Ala Arg

Thr val

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

<220>
<221>
<223>

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

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

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

<400>

Lys

lLeu

Arg

Ser
115

157
116
PRT

Trp

Asn

Ala

Arg

Arg

100

Ser

val

Pro

Thr

Ser

85

Gly

Mus musculus

MISC_FEATURE
Clone XPA.015.185 heavy chain

MISC_FEATURE
(26)..(33)
H~CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(105)
H-CDR3

157

Glu val GIn Leu GIn

1

5

ser val Lys Ile Ser
20

Tyr Met Asn Trp val
35

Gly Asp Ile Asn Pro
50

Lys Gln Ser His

40

Asn Asn Gly Gly
55

Leu Thr val Asp

70

Leu Thr Ser Glu

Ala Met Asp Tyr

Gin Ser Gly Pro Glu Leu val
Cys Lys Ala ggr Gly Tyr Thr
Lys Gln zgr His Gly Lys Ser

Asn Asn Gly Gly Ser Asn Tyr
55

105

530709_1

Gly Lys Ser Leu Glu Trp Ile

45

Thr Asn Egr Asn Gln Lys Phe

Lys Ser Ser Ser Ser Ala Phe

75

80

gap Sser Ala val Tyr Tyr Cys

95

Trep Gly GIn Gly Thr Ser val

10

60

Page 128

110

Lys Pro Gly Ala
15
Phe Thr Asp Ser
30
Leu Lys Trp Ile
45

Asn Gln Lys pPhe



. Lys Gly Lys Ala Thr teu Thr val Asp Lys Ser Ser Ser Thr Ala Tyr
65

530709_1
75

80

Met Glu Leu Arg ggr Leu Thr ser Glu ggp Ser Ala val Tyr ggr Cys

Ala Arg Arg ?58 Gly Ala Met Asp {%E Trp Gly 6in Gly Thr Ser val

Thr val ser Ser

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val

1

Ser val

Tyr Met

Gly Asp
50

LYs Asp

Met Glu

Ala Arg

115

158
116
PRT

Mus musculus

MISC_FEATURE

Clone XPA.015,192 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H~CDR2

MISC_FEATURE
(97)..(105)
H-CDR3

158

Glin

Lys

Asn

35

ile

Lys

Leu

Arg

Leu

Ile

20

Trp

Asn

Ala

Arg

Arg

GlIn

Ser

val

Pro

Thr

Ser

85

Gly

Gln

Cys

Lys

Asn

L.eu

70

l.eu

Ala

Ser
LysS
Gln
Asn
55

Thr

Thr

Met

Gly

Ala

Ser

40

Gly

val

Ser

ASp

Pro

Ser

25

His

Asp

Asp

Glu

Tyr

Glu Leu val
10

Gly Tyr Thr

Gly Lys Ser

Thr Asn Tyr
60

Lys Ser Ser
75

Asp Ser Ala
90

Trp Gly Gln
Page 129

Lys

Phe

Leu

45

Asn

Ser

va'l

110

Pro

Thr

30

Glu

Glin

Ser

Tyr

Thr

Gly
15

Asp
Trp

Lys

Ala

Ala

Ser

Ile

Phe

Phe

80

cys

val



100 105

Thr val Ser ser

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

<220>
<221>
<223>

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

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

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

<400>

115

159
119
PRT
Mus musculus

MISC_FEATURE
Clone XPA.015.177 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
1. (58
H-CbR2

MISC_FEATURE
(97)..(108)
H-CDR3

159

Gin val G6In Leu GIn G1n Ser Glu Ala

1

Ser

Trp

Gly

Met

Ala

Thr

val

Met

Gln

50

Gly

Glin

Arg

Ser

<210>
<211>

Lys Ile Ser Cys Lys Ala Ser
20 25

Asn Trp val Lys Gin Arg Pro
35 40

ITe Tyr Pro Gly ggp Gly Asp

Glu Ala Thr %gu ITe Ala Asp

Leu Ser ggr Leu Thr ser Glu

Gly val Ser Gly Tyr Gly Ala
100 105

val Thr val Ser Ser
115

160
119

530709_1

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Met

Leu

Tyr

Lys

Asn

Ser

75

Ser

Asp

val
Thr
Gly
Tyr
60

Ser

Ala

Tyr
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Lys

Phe

Leu

45

Asn

Ser

val

Trp

110

Pro

Ser

30

Glu

Gly

Thr

Tyr

Gly

Gly

15

Asn

Trp

Lys

Ala

Phe

95

Gln

Ala

Tyr

ile

Phe

Tyr

80

Cys

Gly



<212>
<213>

<220>
<221>
<223>

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

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

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

<400>

PRT

Mus muscutus

MISC_FEATURE

Clone XPA.015.175 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE

(97)..(108) .

H-CDR3

160

an val GIn Leu

Ile

20

Trp

Tyr

Ala

Ser

val

100

Thr

Glin

Ser

val

Pro

Thr

Ser

85

Ser

val

Mus musculus

MISC_FEATURE
Clone XPA.015.179 heavy chain

Ser val Lys

Trp Met Asn
35

Gly Gln Ile

50

Lys Gly Lys

65

Met Gln Leu

Ala Arg Gly

Thr Ser val
115

<210> 161

<211> 119

<212> PRT

<213>

<220>

<221>

<223>

<220>

GlIn

Cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

Gln

AsSp

55

Ile

Thr

Tyr

Ser

Glu

Ala

Arg

40

Ala

Ser

Gly

Ala

ser

25

Pro

Asp

Asp

Glu

Ala
105

530709_1

Giu

10

Gly

Gly

Thr

Lys

ASp

90

Met

Leu

Tyr

Lys

Asn

Ser

75

Ser

ASp

val

Thr

Gly

Tyr

60

Ser

Ala

Tyr

Page 131

Lys

Phe

Leu

45

Asn

Ser

val

Trp

Pro

Ser

30

Glu

Gly

Thr

Tyr

Gly
15

Asn
Trp
Lys
Ala
pPhe
95

Glin

Ala

Tyr

Ile

Phe

Cys

Gly



<221>
<222>
<223>

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

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

<400>

Glu val
1

Ser val

Trp Met

Gly GlIn
50

Lys Gly
65

Met Gln

Ala Arg

Thr Ser

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

<220>
<221>
<223>

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

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

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(5L)..(58)
H-CDR2

MISC_FEATURE
(97)..(108)
H-CDR3

161

Gin Leu Gln

Lys Ile ser
20

Asn Trp val
35

Ile Tyr Pro

Lys Ata Thr

Leu Ser ser
85

Gly val ser
100

val Thr val
115

162
119
PRT

Mus musculus

MISC_FEATURE

Gln

Cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

Gln

Asp

55

Thr

Thr

Tyr

Ser

val

Ala

Arg

40

Gly

Ala

Ser

Gly

Ala

Ser

25

Pro

Asp

Asp

Glu

Ala
105

530709_1

Glu

10

Gly

Gly

Thr

Lys

Asp

90

Met

Clone XPA.015.184 heavy chain

MISC_FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

Leu

Tyr

Lys

Ash

Ser

75

Ser

Asp

val

Thr

Gly

TYyr

60

Ser

Ala

Tyr

Page 132

Lys

Phe

Leu

45

Asn

Ser

val

Trp

Pro

Ser

30

Glu

Gly

Thr

Tyr

Gly
110

Gly

15

Asn

Trp

Arg

Ala

Phe

95

Gln

Tyr

Ile

Phe

Tyr

80

Cys

Gly



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

<400>

Glu val GIn Leu GIn
1

ser val
Trp Met

Gly Gln
50‘

65

Met Gln

Ala Arg

MISC._FEATURE
(97)..(108)
H-CDR3

162

Lys Ile Ser
20

Asn Trp val
35

Ile Tyr Pro

Lys Gly Lys Ala Thr

Leu Ser Ser
85

Gly val ser
100

Thr ser val Thr val

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

<220>
<221>
<223>

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

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

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

<400>

1

115

163

116

PRT _
Mus musculius

MISC_FEATURE

Clone XPA.015.181 heavy chain

MISC_FEATURE
(26)..(33)
H-CDR1

MISC._FEATURE
(51)..(58)
H-CDR?2

MISC_FEATURE
(87)..(105)
H-CDR3

163

5

Gin

cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

Gln

Asp

55

Thr

Thr

Tyr

ser

val

Ala

Arg

40

Gly

Ala

Ser

Gly

Ala

Ser

25

Pro

Asp

Asp

Glu

Ala
105

530709..1

Glu

10

Gly

Gly

Thr

Lys

Asp

90

Met

10

Leu

Tyr

Lys

Asn

Ser

75

Ser

ASD

val Lys

Thr Phe

Gly Leu
45

Tyr Asn
60
Ser Ser

Ala val

Tyr Trp

Page 133

Pro

Ser

30

Glu

Gly

Thr

Tyr

Gly

Gly

15

Asn

Trp

Arg

Ala

Phe

95

GlIn

Ala

Tyr

Ile

Phe

Tyr

80

cys

Gly

Glu val GIn Leu GIn GIn Ser Gly Pro val Lteu val Lys Pro Gly Ala
15



5307091

ser val Lys ggt Ser Cys Lys Ala Ala Gly Tyr Thr Phe ggr Asp Ser
25

Tyr Met Asn Trp val Lys Glin Ser His Gly Lys Ser Leu Glu Trp Ile
35 40 45

Gly Asp Ile Asn Pro Tyr Asn Gly Gly Thr Ser Tyr Asn GlIn His Phe

50 55 60
Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Asn Ser Leu Thr Ser Glu Asp Ser Ala val Tyr Tyr Cys
85 90 95
ala Arg Arg Arg Gly Ala Met Asp Tyr Trp Gly GIn Gly Thr Ser val
100 105 110

Thr val Ser Ser

115
<210> 164
<211> 116
<212> PRT

<213> Mus musculus

<220>
<221> MISC_FEATURE
<223> Clone XPA.015.182 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> H-CDR2

<220>

<221> MISC_FEATURE

<222> (97)..(105)

<223> H-CDR3

<400> 164

Glu Ile G1n teu GIn GIn Ser Gly Pro val Leu val Lys Pro Gly Ala
1 5 10 15

ser val Lys Met Ser Cys Lys Ala Ala Gly Tyr Thr pPhe Thr Asp Ser
20 25 30

Tyr Met égn Trp val Lys Glin zgr His Gly Lys Ser zgu Glu Trp Ile

Page 134



Gly Asp Ile
50
Lys Gly Lys

Met Glu Leu

Ala Arg Arg

Thr val Ser
115
<210> 165
<211> 120
<212> PRT

530709_1
Asn Pro Tyr esn Gly Gly Thr Ser E%r Asn GlIn His Phe
5

Ala Thr teu Thr val Asp Lys Ser Ser Ser Thr Ala Tyr
70 75 80

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

Arg Gly Ala Met Asp Tyr Trp Gly GIn Gly Thr Ser val
100 105 110

Ser

<213> Mus musculus

<220>

<221> MISC_FEATURE
<223> Clone XPA.015.186 heavy chain

<221> MISC_FEATURE

.(33)

<221> MISC_FEATURE

. (58)

<Z221> MISC_FEATURE

. (109

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

<2205

<222> (26).
<223> H-CDR1
<220>

<222> (51).
<223> H-CDR2
<220>

<222> (97).
<223> H-CDR3
<400> 165
GIn val Gln

1

ser val Lys

Trp Met His
35

Gly Met Ile
50

Arg Ser Lys
65

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

Trp val Lys Gln ﬁsg Pro Gly Gin Gly Leu Glu Trp Ile
45

His Pro Asn ?gr Gly Gly Thr Asn E%r Asn Glu Lys Phe

Ala Thr Leu Thr Gly Asp Lys Ser Ser Ser Thr Ala Tyr
70 75 80

Page 135



Ala Arg Trp Asp Tyr Gly Ser Ala Ser Tyr Phe Asp Phe T
100 1

85

Gly Thr Thr Leu Ile val Ser
115

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

<220>
<221>
<223>

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

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

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

<400>

166
119
PRT

Mus musculus

MISC_FEATURE

Clone XPA.015.187 heavy chain

MISC_FEATURE
(26)..(33
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(108)
H~CDR3

166

Glu val Gln
1

ser

Trp

Gly

Ala

Thr

val

Met

GlIn

50

Gly

Glin

Arg

Ser

Lys

Asn
35

ITe

Lys

Leu

Gly

val

Leu

Ile

20

Trp

Tyr

Ala

Ser

val

100

Thr

Gln

Ser

val

Pro

Thr

sSer

85

Ser

val

Gln

Cys

Lys

Gly

Leu

70

Leu

Gly

Ser

Ser

Lys

Gin

Asp

55

Thr

Thr

Tyr

Ser

ser
120

Gly

Ala

Arg

40

Gly

Ala

Ser

Gly

105

Ala

Ser

25

Pro

Asp

ASp

Glu

Ala
105

530709_1
Met GIn Leu Asn Ser Leu Thr Ser Asp Sgp Ser Ala val Tyr gyr Cys
5

Glu
10

Gly
Gly
Thr
Lys
Asp
90

val

lLeu

Tyr

Lys

Asn

Ser

75

Ser

Asp

val

Thr

Gly

TYyr

60

Ser

Ala

His
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Lys

Phe

Leu

45

Asn

Gly

AsSp

Trp

Pro
Ser
30

Glu
Gly
Thr

Tyr

Gly
15

Asn
Trp
Lys
Ala
Phe
95

Glin

rp Gly Gln
10

Ala

Tyr

Ile

Phe

Tyr

80

Cys

Gly



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

<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223>
<400>

GTu val Lys Leu val
1 5

ser

Ala

Lys

Leu

Ala

val

Leu

Met

Thr

50

Gly

Glin

Arg

Ser

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

115

167
115
PRT

Mus musculus

MISC_FEATURE

Clone XPA.015.190 heavy chain

MISC_FEATURE

(26).

.(33

H-CDR1

MISC_FEATURE

L.

.(58)

H-CDR2

MISC_FEATURE

(97).

. (104)

H-CDR3

167

Lys

Ser
35

Ile

Arg

Leu

Gly

Ser

115

168
120
PRT

Leu Ser
20

Trp val

Ser AsSp

phe Thr

Ser His

85

Thr val
100

Mus musculus

Glu

Cys

Arg

Gly

Ile

70

Leu

Phe

ser

Ala

GlIn

Gly H

55

Ser

Lys

ASp

Glu

Ala

Thr

Arg

Ser

TYFR

Glu
Ser

25

Pro

Tyr

ASp

Glu

Trp

5307091

Gly Leu val
10

Gly Phe Thr

Glu Lys Arg

Thr Tyr Tyr

Asn Ala Lys

75 .

Asp Thr Ala
90

Gly GIn Gly

rPage 137

Lys

Phe

Leu

45

ser

Asn

Ile

Thr

Pro

ser

30

Glu

Asp

Asn

Tyr

Thr
110

Gly
15

AsSn

Leu

Tyr
95

Leu

Gly

Tyr

val

=
- |
™

Phe
80

Cys

Thr



530709_1
<220>
<221> MISC_FEATURE
<223> Clone XPA.015.191 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (97)..(109)
<223> H~-CDR3

<400> 168

GIn val Gin Leu §1n GIn Pro Gly Ala Glu teu val Lys Pro Gly Ala
1 10 15

ser val Lys Egu Ser Cys Lys Ala ggr Gly Tyr Ile Phe ggr Asn Tyr

Trp Met His Gly val Lys Glin Arg Pro Gly Gin Gly Leu Glu Trp Ile
35 40 45

Gly Met Ile His Pro Asn ggr Gly Ser Thr Ser Tyr Asn Glu -Lys Phe
50 60

Lys Thr Lys Ala Thr Leu Thr val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80

Met GIn Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala val Tyr Tyr Cys
85 30 95

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

Gly Thr Thr val Thr val ser ser
115 120

<210> 169
<211> 115
<212> PRT
<213> Mus musculus

<220>
<221> MISC_FEATURE
<223> Clone XPA.015.173 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

Page 138



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

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

<400>

| Glu val
1

Ser Leu
Ala Met

Ala Thr
50

Lys Gly
Leu Gln
Ala Arg
val Ser

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

:22§>

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

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

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

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(104)
H-CDR3

169
Gln

LysS

Ser

35

Ile

Arg

Met

Ala

Ala

115

170
113
PRT

Leu

Ley

20

Trp

Ser

Phe

Ser

Thr
100

val

Ser

val

Asp

Thr

His

85

AsSn

Mus musculus

MISC_FEATURE

Glu

Ccys

Arg

Gly

Ile

70

Leu

Phe

Ser
Ala
Glin
Gly
55°

Ser

Arg

Ala

Gly

Ala

Thr

40

His

Arg

Ser

Tyr

Gly

Ser

25

Pro

Tyr

Asp

530709_1

Gly
10

Gly
Glu
Ile
Asn
Asp
30

Gly

Clone XPA.015.174 heavy chain

MISC_FEATURE
(26)..(33
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE

(97)..(102)
H-CDR3

Leu

Phe

Lys

Asp

Ala

75

Ser

Gln

val

Thr

Arg

Tyr

60

Lys

Ala

Gly

Page 139

Lys

Phe

leu

45

Pro

Ash

Met

Thr

Pro

Ser

30

Glu

Asp

AsSn

Tyr

Leu
110

Gly

15

ASh

Trp

Asn

Leu

Tyr

95

val

Gly

Tyr

val

val

Cys

Thr



<400> 170
GIn val GIn Leu Gln
1 5
Ser val Lys Leu Ser
20
Asp Ile Asn Trp val
35
Gly Trp Ile Tyr Pro
50
Lys Gly Lys Ala Thr
65
Met Glu Leu His Ser
85
Ala Arg Glu Phe Asp
100
Ala
<210> 171
<211> 120
<212> PRT )
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> {(26)..(033)
<223> H-CDR1
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> H~CDR2
<220> .
<221> MISC_FEATURE
<222> (97)..(109)
<223> H-CDR3
<400> 171

1

Gln Ser

Cys Lys
Lys GlIn

Asp
55

Arg

Leu Thr

70

L.eu Thr

Tyr Trp

Gly

Ala

Arg

40

Gly

val

Ser

Gly

Pro

Ser

25

Pro

Ser

Asp

Glu

Gln
105

.023 heavy chain

Glu val GIn Leu Leu Glu Ser Gly Gly G
5

530709_1

Glu Leu val
10

Gly Tyr Thr

Gly GIn Gly

Thr Ser

60

Lys

Thr Ser Ser

75

Asp Ser Ala

90

Gly Thr Leu

1

Lys

Phe

Leu

45

Asn

Ser

val

val

Pro

Thr

30

Glu

Glu

Thr

Tyr

Thr
110

Gly

15

Ser

Trp

Lys

Ala

Phe

95

val

Ala

Tyr

Ile

Phe

Cys

Ser

Ty Leu val GIn Pro Gly Gly
0 15

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

Page 140

30



530709_1

Tyr Met Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val
35 40 45

ser Gly Ile Ser Gly Ser Gly Gly Ser Thr Tyr g%r Ala Asp Ser val
50 55

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

Leu Gln Met Asn ggr Leu Arg Ala G1ulggp Thr Ala val Tyr Tyr Cys
95

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

Gly Thr Leu val Thr val Ser Ser
115 120

<210> 172
<211> 120
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.068 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (97)..(109)
<223> H-CDR3

<400> 172

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Asn
20 25 30

Tyr Met ggr Trp val Arg Gln ﬁéa Pro Gly Lys Gly Leu Glu Trp val
A 45

Ser ggy Ile ser Gly Ser g?y Gly ser Thr Tyr Egr Ala Asp Ser val
5
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Eys Gly Arg Phe Thr
5

Leu Gln Met Asn Ser

Ala Arg val Gly Ser
100

Gly Thr reu val Thr

115
<210> 173
<211> 120
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CPR1
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2
<220>
<221> MISC_FEATURE
<222> (97)..(109)
<223> H-CDR3
<400> 173
Glu val GIn Leu Leu
1 5
Ser Leu Arg Leu Ser

.20

Tyr Met Ser Trp val

35
ser Gly Ile ser Gly

50
Lys Gly Arg Phe Thr
65
Leu Gin Met Asn Ser
85

70

530709_1

ITe Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
75

80

Leu Arg Ala Glu Asp Thr Ala val Tyr ggr Cys

90

Ser Gly Trp Tyr Tyr Phe Asp Tyr Trp Gly Gln
105 110

val Ser Ser

120

.081 heavy chain

Glu

Cys

Arg

Ser

Ile

70

Leu

Ser

Ala

Gln

Gly

55

ser

Arg

Gly

Ala

Ala

40

Gly

Arg

Ala

Gly

Ser

25

Pro

Ser

Asp

Glu

Gly Leu val

10

Gly phe Thr

Gly Lys Gly

Thr Tyr Tyr

60

Asn Ser Lys
75

Asp Thr Ala
90

page 142

Gln

Phe

Leu

45

Ala

Asn

val

Pro

Ser
30

Glu

AsD

Thr

Tyr

Gly

15

Ser

Trp

Ser

Leu

Tyr
95

Gly
Asn
val
Va?)
Tyr

80

Cys



100

Gly Thr Leu val Thr val Ser Ser

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

<220>
<221>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1

Ser Leu
Tyr Met
Ser Gly

50

Lys Gly
Leu GIn
Ala Arg

Gly Thr

<210>

115

174
120
PRT
Homo sapiens

MISC_FEATURE
Clone XPa015

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

174

GIln Leu Leu

Arg Leu Ser
20

Ser Trp val
35

Ile Ser Gly

Arg pPhe Thr

Met Asn Ser
85

val Gly Ser
100

Leu val Thr
115

175

120

105

.159 heavy chain

Glu

Cys

Arg

Ser

Ile

70

Leu

ser

val

Ser
Ala
Gln
Gly
55

ser
Arg

Gly

Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

ser
120

Gly

Ser

Pro

Ser

Asp

Glu

Tyr
105

530709_1
-Ala Arg val Gly Ser Ser Gly Trp Tyr Tyr Phe Asp Tyr §£8 Gly Gln

Gly
10

Gly
Gly

Thr

Asn

l.eu

Phe

Lys

Tyr

Ser

75

ASp
90

TYr

Thr

Phe

val

Thr

Gly

Tyr

60

Lys

Ala

ASp
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Gln

Phe

Leu

45

Ala

Asn

val

Tyr

Pro

ser

30

Glu

ASp

Thr

Tyr

Gly
15

Ser
Trp
Ser
Leu
Tyr
95

Gly

Gly

Asn

val

val

Tyr

80

Cys

GIn



<Z211>
<212>
<213>

<220>
<221>
<223>

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

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

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

<400>

Glu val Gin Leu Leu
1
ser lLeu

Tyr Met

120
PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC..FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

175

Arg Leu Ser
20

Ser Trp Ile
35

ser Ala Ile Ser Gly

50

Lys Gly Arg Phe Thr

Leu GIn

Ala Arg

Gly Thr

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

<220>
<221>
<223>

Met Asn Ser
85

val Gly Ser

Leu val Thr
115

176
120
PRT
Homo sapiens

MISC_FEATURE

.171 heavy chain

Glu

Cys

Arg

Ser

70

lL.eu

Ser

val

Iie S

Ser

Ala

GIn

Gly

55

Arg

Gly

Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Ser
120

Gly

Ser

25

Pro

Gly

Asp

Glu

Tyr
105

Clone XPA.15.102 heavy chain

530709_1

Gly
10

Gly
Gly
Thr
Asn
Asp
90

Tyr

Leu

Phe

Lys

Tyr

Ser

75

Thr

Phe

val

Thr

Gly

Tyr

60

Lys

Ala

Asp

Page 144

Glin

Phe

Leu

45

Ala

Ash

val

Tyr

Pro

sSer

30

Glu

ASp

Thr

Tyr

Trp
110

Gly
15

ASp

Trp

Ser

Tyr
95

Gly

Gly

Tyr

val

val

Tyr

80

Cys

Gln



<220>

<221> MWMISC_FEATURE

<222> (26)..(33)

<223> H-CDRL

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> H-CDR2

<220>

<221> MISC_FEATURE

<222> (97)..(109)

<223> H-~CDR3

<400> 176

Glu val ¢In Leu Leu

1 5

Ser Leu Arg Leu Ser

20

Tyr Met ser Trp val
35

ser Gly Ile Ser Gly

50

Lys Gly Arg phe Thr

Leu Gin

Ala Arg

Gly Thr

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

<220>
<221>
<223>

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

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

Met Asn Ser
85

val Gly ser

Leu val Thr
115

177

118

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H~CDR2

Glu ser

Cys Ala

Arg Gin

ser Gly

55

Ile Ser
70
Leu Arg

Ser Gly

val Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Ser
120

Gly

Ser

25

Pro

Ser

Asp

Glu

Tyr
105

.093 heavy chain

530709_1

Gly
10

Gly
Gly
Thr
Asn
Asp
90

Tyr

Leu

Phe

Lys

Tyr

Ser

75

Thr

Phe

val

Thr

Gly

Tyr

Lys

Ala

Asp

Page 145

Gin

Phe

L.eu

45

Ala

Asn

val

Tyr

Pro

Ser

30

Glu

ASp

Thr

Tyr

Trp
110

Gly
15

Ser
Trp
Ser
Leu
Tyr
95

Gly

Gly

Asn

val

val

TYyr

80

cys

Gin



530709_1

<220>

<221> MISC_FEATURE
<222> (97)..(107)
<223> H-CDR3

<400> 177

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

Ser Leu Arg Eeu Ser Cys Ala Ala ggr Gly Phe Thr pPhe ggr Asn Tyr
0

Ala Met g?y Trp val Arg Gin zga Pro Gly Lys Gly Leu Glu Trp val
5 45

Ser Egr Ile ser Gly Ser géy Gly Thr Thr Tyr g%r Ala Asp Ser val

Lys Gly Arg Phe Thr ITe Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

Leu GIn Met Asn Ser Leu Arg Ala Glu ggp Thr Ala val Tyr ggr Cys
85

Ala Arg His Lys Gly Leu GIn Pro Leu Asp Tyr Trp Gly Glin Gly Thr
100 105 110

Leu val Thr val Ser Ser
115

<210> 178
<211> 118
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.094 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(033)
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (97)..(107)
<223> H-CDR3

<400> 178

Glu val GIn Leu Leu Glu Ser Gly Gly Gly Leu val GlIn Pro Gly Gly
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Ser Leu

Ala Met

Ser Ser
50

Lys Gly

Leu GIn

Ala Arg

Leu val

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

<220>
<221>
<223>

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

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

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

<400>

Arg Leu Ser
20

Gly Trp val
35

ITe ser Gly
Arg Phe Thr

Met Asn Ser
: 85

His Lys Gly
100

Thr val Ser
115

179
118
PRT
Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97>..(107)
H-CDR3

179

cys

Arg

Ser

Ile

70

Leu

Leu

Ser

013

Ala

Gln

Gly

55

Ser

Arg

GlIn

Ala

Ala

40

Gly

Arg

Ala

Pro

Ser

25

Pro

Thr

Asp

Glu

Leu
105

530709_1

10

Gly

Gly

Thr

Ash

Asp

90

AsSp

heavy chain

rhe Thr
Lys Gly

Tyr Tyr
60

Ser Lys
75

Thr Ala

Tyr Trp

Phe

Leu

45

Ala

AsSn

vaTl

Gly

ser

30

Glu

AsSp

Thr

Tyr

15

Asn

Trp

ser

Leu

Tyr

.95

Gln
110

Gly

Tyr

val

val

Tyr

80

Cys

Thr

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

Ser Leu Arg ESU Ser Cys Ala Ala ggr Gly Phe Thr Phe Ser Asn Tyr

30

Ala Met Gly Trp val Arg Gln ﬁga Pro Gly Lys Gly zgu Glu Trp val
35
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Ser Ser Ile
Lys Gly Arg
65

Leu GIn Met
Ala Arg His

Leu val Thr

ser Gly

pPhe Thr

Asn Ser
85

Lys Gly
100

val Ser

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

<220>
<221>
<223>

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

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

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

<400>

115

180
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(107)
H-CDR3

180

Glu val GIn Leu Leu
1 5

Ser Leu Arg Leu Ser

20

Ala Met géy Trp val

Ser Ser Ile Ser Gly

LYs Gly Arg Phe Thr
65

530709..1

Ser ggy Gly Thr Thr Tyr ggr Ala Asp Ser val

ITe Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
70 75 80

Leu Arg Ala Glu ggp Thr Ala val Tyr Tyr Cys
o 95

Leu GIn Pro Leu Asp Tyr Trp Gly Gin Gly Thr
105 110

Ser

.047 heavy chain

Glu ser Gly Gly ggy Lteu val GlIn Pro ggy Gly

Cys Ala Ala ggr Gly Phe Thr Phe ggr Asn Tyr

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

Ser ggy Gly Thr Thr Tyr g%r Ala Asp Ser val

Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
70 75 80
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530709_1

Leu Gln Met Asn ggr Leu Arg Ala Glu ggp Thr Ala val Tyr,;gr Cys

Ala Arg His k%g Gly Leu GIn Pro Leu Asp Tyr Trp Gly G

Leu val Thr val ser Ser

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

<220>
<221>
<223>

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

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

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

<400>
Glu val
1

Ser Leu

Ala Met

Ser Ser

50

Lys Gly

Gln

Leu

Ala Arg

115

181
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
97> .. 07"
H~CDR3

181

GIn Leu Leu

Leu Ser

20

Arg

Gly Trp val
35

Ile ser Gly

Arg Phe Thr

ser
85

Met Asn

His Lys Gly

100

105

.075 heavy chain

Glu

Cys

Arg

Ser

Ile

70

Leu

Leu

Ser

Ala

Glin

Gly

55

Ser

Arg

Gin

Gly

Ala

Ala

40

Gly

Arg

Ala

Pro

Gly

Ser

25

Pro

Thr

Asp

Glu

Leu
105

Gly val

10

Leu

Gly Phe Thr

Gly Lys Gly

Thr

Tyr

Ser
75

Asn Lys

Asp Thr Ala

90

Asp Tyr Trp
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Gln

Phe

Leu

45

Ala

Asn

val

Gly

110

Pro

Ser

30

Glu

Asp

Thr

Tyr

Gln
110

Trp
15

Asn
Trp
Ser
Prro
Tyr
95

Gly

Tn Gly Thr
1

Gly

Tyr

val

val

Tyr

cys

Thr



Leu val Thr val Ser Ser

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1

Ser Leu
Ala Met
Ser ser

50

Lys Gly
Leu GIn
Ala Arg

Leu vatl

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

115

182

118

PRT ,
Homo sapiéns

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33>
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..107)
H-CDR3

182

Gin Leu Leu

Arg Leu Ser
20

Gly Trp val
35

Ile ser Gly

Arg Phe Thr

Met Asn Ser
85

His Lys Gly
100

Thr val ser
115

183
121
PRT
Homo sapiens

.115 heavy chain

Glu

Cys

Arg

Ser

Ile

70

Ley

Leu

Ser

ser

Ala

Glin

Gly

55

Ser

Arg

Gln

Gly

Ala

Ala

40

Gly

Arg

Ala

Pro

Gly

sSer

25

Pro

Thr

Asp

Glu

Leu
105

530709_1

Gly

10

Gly

Gly

Thr

Asn

Asp

90

Asp

Leu

Phe

Lys

Tyr

ser

75

Thr

Tyr

val

Thr

Gly

Tyr

60

Lys

Ala

Trp

page 150

Gln

Phe

Leu

45

Ala

Ash

val

Gly

Pro

Ser

30

Glu

Asp

Thr

Tyr

GIn
110

Gly

15

Asn

Trp

Ser

Leu

Tyr

95

Gly

Gly

Tyr

val

val

Tyr

80

cys

Thr



530709_1

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.065 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> OGL..(7H
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (96)..(110)
<223> H-CDR3

<400> 183

Glu val GIn Leu Leu Glu Ser Gly Gly Gly Leu val G1n Pro Gly Gly
1 5 10 15

Ser Leu Arg 58u Ser Cys Ala Ala Ser Gly Phe Thr phe ggr Asn Tyr
25

Ala Met ;hr Trp val Arg GIn Aga Pro Gly Lys Gly kgu Glu Trp val
5 4

Ser Tyr Ile His Ala Gly Gly Gly Thr His Tyr Ala Asn Ser val Lys

50 55 60
Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu
65 70 75 80
GIn Met Asn Ser Leu Arg Ala Glu Asp Thir Ala val Tyr Tyr Cys Ala
85 90 95

Arg Asp Leu His Trp Glu Gly Trp Gly Leu Gly Phe Asp Tyr Trp Gly
100 105 110

GIn Gly Thr Leu val Thr val ser ser

115 120
<210> 184
<211> 121
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.086 heavy chain

<220>
<221> MISC_FEATURE
<222> (26)..033
<223> H-CDRL
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<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>
<400>

Glu val Gln Leu lLeu

1

Ser

Ala

Ser

Gly

65

Gin

Arg

Glin

Leu

Met

Tyr

50

Arg

Met

ASp

Gly

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

<220>
<221>
<223>

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

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

<220>
<221>
<222>

MISC_FEATURE
(51)..(57>
H-CDR2

MISC_FEATURE
(96)..(110)
H-CDR3

184

Arg Leu Ser
20

Thr Trp val
35

Ile His Ala

phe Thr Ile

Asn Ser Leu
85

Leu His Trp
100

Thr Leu val
115

185
121
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC._FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(57)
H-CDR2

MISC_FEATURE
(96)..(110)

Glu ser
Cys Ala
Arg Glin
Gly Gly
55

Ser Arg
70
Arg Ala

Glu Gly

Thr val

Gly

Ala

Ala

40

Gly

Asp

Glu

Trp

Ser
120

Gly

Ser

25

Pro

Thr

Asn

Asp

.106 heavy chain

5307091

Gly
10

Gly
Gly
His
Ser
Thr
90

l.eu

L.eu

Phe

LyS

Tyr

Lys

Ala

Gly

val

Thr

Gly

Ala

60

Asn

val

Phe
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Gin

Phe

Ley

45

Asn

Thr

Tyr

Asp

Pro

Ser

30

Glu

ser

Leu

TYyr

Tyr
110

Gly
15

Asn
Trp
val
Tyr
Cys
95

Trp

Gly
Tyr
val
Lys
Leu
80

Ala

Gly



<223>

<400> 185

Glu
1
Ser
Ala
Ser
Gly
65
Gln

Arg

Glin

val Glin

Leu Arg

Met Thr
35

Tyr Ile

50

Arg Phe

Met Asn

Asp Leu

Gly Thr
115

<210> 186
<211> 121
<212> PRT

<213>

Homo

<220>

<221>
<223>

<220>

<221>
<222>
<223>

<220>

<221>
<222>
<223>

<220>

<221>
<222>
<223>

<400> 186

Glu val GIn Leu Leu Glu Ser Gly Gly G

1

H~CDR3

Leu
Leu
20

Trp
His
Thr
ser
His
100

Leu

Leu

Ser

val

Ala

Ile

Leu

85

Trp

val

sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(57)
H-CDR2

MISC_FEATURE
(96)..(110)
H-CDR3

5

Glu ser
Cys Ala
Arg Gln
Gly Gly
55

Ser Arg
70
Arg Ala

Glu Gly

Thr val

Gly

Ala

Ala

40

Gly

Asp

Glu

Trp

Ser
120

Gly

sSer

25

Pro

Thr

Asn

Asp

.082 heavy chain

530709._1

Gly

10

Gly

Gly

His

Ser

Thr

90

Leu

10

L.eu

Phe

Lys

Tyr

Lys

Ala

Gly

val

Thr

Gly

Ala

60

Ash

val

rhe

Gln

Phe

Leu

45

Asn

Thr

Tyr

ASp

Pro

Ser

30

Glu

Ser

Leu

Tyr

Tyr
110

Gly

15

Asn

Trp

val

Tyr

Cys

95

Trp

Gly

Tyr

vai

Lys

Leu

80

Ala

Gly

1y Leu val Gln Pro ggy Gly

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Tyr
Page 153



20

Thr
35

Ala Met

Ser Tyr Ile

50

Gly Phe

65

Arg

Gln Met Asn

Arg Asp Leu

Thr
115

Gln Gly

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

187
129
PRT
Homo

<220>
<221>
<223>

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

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

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

<400>

H~-CDR2

H-CDR3
187

1

Trp

His

Thr

Ser

His

100

Leu

val

Ala

Ile

Leuy

85

Trp

val

sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H~CDR1

MISC_FEATURE
(51)..(58)

MISC_FEATURE
(97)..(118)

Glu val GIn Leu %eu

Ser -Leu Arg Leu Ser
20

Asn Met g%n Trp val

ser Gly val Ser Trp

50

Arg Gin

Gly Gly

55

Ser

Arg
70

Arg Ala
Glu Gly

Thr val

Ala

40

Gly

Asp

Glu

Trp

Ser
120

25

Pro

Thr

Asn

Asp

Gly

Ser

.088 heavy chain

530709_1

Gly Lys Gly

His Tyr Ala
60

ser Lys Asn
75

Thr Ala val
90

Leu Gly Phe

Leu

45

ASnH

Thr

Tyr

Asp

30

Glu

Ser

lLeu

Tyr

TYr
110

Trp

val

Tyr

Cys

95

Trp

val

Lys

Leu

80

Ala

Gly

Glu ser Gly Gly Gly teu val GIn Pro Gly Gly
10 15

Cys Ala Ala ser Gly pPhe Thr Phe ggr Asn Tyr
25

Arg GIn Ala Pro Gly Lys Gly 2§u Glu Trp val

40

Asn Gly Ser Arg Thr His Egr Ala Asp Ser val
55
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Lys Gly Arg phe Thr
65

Leu GIn Met Asn Ser
Ala Arg Glu Arg Gly

100
Tyr Tyr Gly Met Asp
115
Ser

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

188
129
PRT
Homo sapiens

<220>
<221>
<223>

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

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

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

<400>

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(118)
H~CDR3

188

Glu val GIn Leu Leu
1 5

Ser Leu Arg Leuy Ser
20
Asn Met Gin Trp val
35
ser Gly val Ser Trp
50

Lys Gly Arg Phe Thr
65

70

530709_1

Ile Ser Arg Asp Asn %er Lys Asn Thr Leu Tyr
5

80

Leu Arg Ala Glu Asp Thr Ala val Tyr gyr Cys
5

90

Ser Trp Asp Thr Thr Gly Tyr Tyr Asn Tyr Tyr
105 110

val Trp Gly GIn Gly Thr Leu
120

.100 heavy chain

Glu

Cys

Arg

Ash

Ile
70

Ser

Ala

Gin

Gly

55

Ser

Gly Gly Gly Leu val
10
Ala ser Gly Phe Thr
25
Ala Pro Gly Lys Gly
40

Ser Arg Thr His Tyr
60

Arg Asp Asn Ser Lys
75
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val
125

Glin

pPhe

Leu

45

Ala

Asn

Thr val Ser

Pro Gly Gly
15

Ser

Asn Tyr
30

Glu Trp val

Asp Ser val

Thr Leu Tyr

80



530709..1

Leu Gln Met Asn Ser Leu Arg Ala Glu ggp Thr Ala val Tyr ggr Ccys

85

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

Tyr Tyr Gly Met Asp val Trp Gly GIn Gly Thr Leu val Thr val Ser
115 120 125

Ser

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

<220>
<221>
<223>

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

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

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

<400>
Glu val
1

Ser Leu

Asn

Met

Gly
50

Ser

Lys Gly

65

Leu Gln

189
129
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H~-CDR2

MISC_FEATURE

.163 heavy chain

(97)..(118)

H-CDR3.. .
189

Gin Leu Leu

Leu ser

20

Arg

Ile val

35

Trp

val Ser Trp

Arg Phe Thr

Met Asn

85

ser

Glu Ser
Cys Ala
Arg Gln
Asn Gly
55
Ile Ser

70

Leu Arg

Gly

Ala

Ala

40

Ser

Arg

Ala

Gly

Ser

25

Pro

Arg

Asp

Glu

Gly val

10

ieu

Gly Phe Thr

Gly Lys Gly

Thr His Tyr

60

ser
75

Asnh Lys

Asp Thr Ala

90
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Glin

Phe

Leu

45

Ala

Ash

val

Pro Gly

15

Thr
30

Asn
Glu Trp
Asp Ser
Thr

Leu

Tyr Tyr

Gly

Tyr

val

val

Tyr

80

Cys



530709_1
Ala Arg Glu Arg Gly Ser Trp Asp Thr Thr Gly Tyr Tyr Asn Tyr Tyr
160 105 110

Tyr Tyr Gly Met Asp val Trp Gly GlIn Gly Thr Leu val Thr val Ser
115 120 125

Ser

<210> 190

<211> 118

<212> PRT )
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.120 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-~CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (97)..(107)
<223> H-CDR3

<400> 190
Glu val ¢In Leu Leu Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly
1. 5 10 15

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

Trp Met Sgr Trp val Arg Gln iga Pro Gly Lys Gly Lgu Glu Trp val
3 4

Ala Agn Ile Lys GIn Asp ggy Ser Glu Lys Tyr gyr val Asp Ser val
5 0

Lys Gly arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

Leu Gin Met Asn ggr Leu Arg Ala Glu ggp Thr Ala val Tyr Tyr Cys
93

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

Leuy val Thr val Ser Ser
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<210>
<211>
<212>
<213>

<220>
<221>
<223>

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

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

Ser Leu

Trp Met

Ala Asn

50

Lys Gly

Leu Gln

Ala Arg

Leu val

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

115

191

118

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(107)
H-CDR3

191

GIn Leu Leu

Arg Leu Ser
20

Thr Trp val
35

Ile Lys GIn

Arg Ser Thr

Met Asn Ser
85

Gln val Gly
100

Thr val Ser
115

192
117
PRT
Homo sapiens

.059 heavy chain

Glu

cys

Arg

ASD

Ile

70

Leu

Gly

Ser

Ser

Ala

Glin

Gly

55

Ser

Arg

Gly

Gly

Ala

Ala

40

Arg

Ala

Pro

Gly

Ser

25

Pro

Glu

Asp

Glu

Phe
105

530709_1

Gly
10

Gly
Gly
Lys
Asn
Asp
90

Asp

Leu

Phe

Lys

Tyr

Ser

75

Thr

Ile

val

Thy

Gly

Lys

Ala

Trp
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Gln

Phe

Asn

val

Gly

Pro

Arg

30

Glu

Asp

Thr

Tyr

GlIn
110

Gly
15

Asn

Leu

Tyr
95

Gly

Gly

Tyr

val

val

Tyr

80

Cys

Thr



<220>
<221>
<223>

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

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

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

Ser Leu

Tyr Met

Ser Arg
50

Lys Gly

Leu Gln

Ala Arg

val Thr

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

<220>
<221>
<223>

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

MESC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H~CDR2

MISC_FEATURE
(97)..(106)
H-CDR3

192

GIn Leu Leu

Arg Leu Ser
20

Ser Trp Ile
35

Ile Ser Trp

Arg Phe Thr

Met Asn Ser
85

Glu Arg Gly
100

val Ser Sser
115

193

117

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDRL

.022 heavy chain

Glu ser

Cys Ala

Arg Arg

Asn Ser

55

ITe ser
70

Leu Arg

Tyr Gly

Gly

Ala

Ala

40

Gly

Arg

Ala

Tyr

Gly

Ser

25

Pro

Ser

Asp

Glu

ASp
105

.021 heavy chain

530709.1

Gly
10

Gly
Gly
Ile
Asn
Asp
90

Tyr

feu

Phe

Lys

Gly

Ser

75

Thr

Trp

val

Thr

Gly

Tyr

60

Lys

Ala

Gly
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Gln

Phe

Leu

45

Ala

Asn

val

Gin

Pro

Ser

30

Giu

Asp

Thr

Tyr

Gly
15

Asp
Trp

Ser

Leu

Gly

Tyr

val

Leu

Tyr

80

Cys

Leu



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

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

<400>

Glu val Gln Leu Leu
1
Ser Leu

Trp Met

MISC_FEATURE
(5D ..(067)
H-CDR2

MISC_FEATURE
(96)..(106)
H-CDR3

193

Arg Leu Ser
20

Ser Trp val
35

Ser Ala Ile Gly Thr

50

Gly Arg

65

Gln Met

Lys Ser

phe Thr Ile

Asn Ser Leu
85

Arg Trp Leu

val Thr val ser Ser

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

<220>
<221>
<223>

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

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

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

115

194

120

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDRL

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

Glu

cys

Arg

Gly

Ser

70

Arg

Pro

Ser

Ala

Gln

Gly

55

Arg

Ala

Tyr

Gly

Ala

Ala

40

Gly

Asp

Glu

Phe

Gly

Ser

25

Pro

Thr

Asn

Asp

Asp

.026 heavy chain

5307091

Gly
10

Gly
Gly
Tyr
Ser
Thr
90

Tyr

Leu

Phe

Lys

Tyr

Lys

75

Ala

Trp

val

Thr

Gly

Ala

60

Asn

val

Gly
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Gln

Phe

Leu

45

Asp

Thr

Tyr

Gin

Pro

Ser

30

Glu

ser

Leu

Tyr

Gly
110

Gly

15

Asn

Trp

val

Tyr

Cys

95

Thr

Gly
Ala
val
Lys
Leu
80

Ala

Leu



5307091
<400> 194
g1u val GIn Leu Leu Glu Ser Gly Gly %&y Leu val Gln Pro Gly Gly

Ser Leu Arg Egu Ser Cys Ala Ala ggr Gly phe Thr phe ggr Asn Tyr

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

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

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

Leu Gln Met Asn ger Leu Arg Ala Glu ggp Thr Ala Met Tyr Tyr Cys
5 95

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

Gly Thr Leu val Thr val ser Ser
115 120

<210> 195
<211> 118
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.048 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58) :
<223> H-CDRZ2

<220>

<221> MISC_FEATURE
<222> (97)..(107)
<223> H-CDR3

<400> 195

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Page 161



530709_1

Glu Met ggn Trp val Arg Glin ﬁéa Pro Gly Lys Gly kgu Glu Trp val

Ser Ser Ile Ser Ser Ser Ser Arg Tyr Ala Asp val Ala Asn Ser val
55 60

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

Leu GIn Met Asn ggr Leu Arg Ala Glu Sgp Thr Ala val Tyr ggr cys

Ala Arg Gly Glu Trp Leu Asp His Phe Asp Tyr Trp Gly GlIn Gly Thr
100 105 110

Leu val Thr val Ser Ser

115
<210> 196
<211> 116
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.064 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<Z221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE

<222> (97)..(105)

<223> H-CDR3

<400> 196

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

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

Tyr Met égn Trp val Arg Gln Qéa Pro Gly Lys Gly kgu Glu Trp val

Ala Leu Ile Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser val
50 55 . 60

Page 162



Lys Gly Arg
65
Leu GIn Met

Ala Ser Gln

Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
75

70

530709_1

80

Asnh Ser Leu Arg Ala Glu Asp Thr Ala Leu Tyr Tyr Cys
85 90 95

Ser Thr Ala Phe Asp Ile Trp Gly GIn Gly Thr Leu val

100

Thr val Ser Ser

115
<210> 197
<211> 118
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XpA.15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDRL
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2
<220> .
<221> MISC_FEATURE
<222> (97)..(107)
<223> H-CDR3
<400> 197
Glu val GIn Leu Leu
1 5
Ser Leu Arg Leu Ser

20

Trp Met Ser Trp val

35
Ala val Ile Ser Lys

50
Lys Gly Arg Phe Thr
65
Leu GIn Met Asn Ser
85

105

.077 heavy chain

Glu

cys

Arg

AsSp

Ile

70

Leu

Ser

Ala

Gln

Gly

55

Ser

Arg

Gly

Ala

Ala

40

Ser

Arg

Ala

Gly

Ser

25

Pro

Ser

Asp

Glu

Gly Leu val
10

Gly phe Thr
Gly Lys Gly

Thr Asp

Asn Ser
75

Lys

Asp Thr Ala

90

Page 163

Glin
Phe
Leu
45
A?a

Asn

val

110

Pro

Ser

30

Glu

His

Thr

Tyr

Gly
15

Ser
Trp

Ser

Leu

Gly

Tyr

val

val

TYr

80

Cys



Ala Arg Asp Arg Asp Trp Ile Pro G
100 1

Ley val Thr val Ser Ser

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

<220>
<221>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1

Ser Leu
Ser Met
Ala Asn

50
Thr Gly
65
Leu Gin
Thr Thr

Pro Asn

<210>

115

198

126

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(115)
H~CDR3

198

GIn Leu Leu

Arg Leu Ser
20

Asn Trp val
35

Ile Lys GlIn

Arg phe Thr

Met Asn Ser
85

Asp Leu Gly
100

Tyr Trp Gly
115

199

05

.096 heavy chain

Glu

cys

Arg

Asp

Ile

70

l.eu

Arg

GIn

Ser

Ala

Gin

Gly

55

Ser

Arg

Tyr

Gly

Gly

Ala

Ala

40

Arg

Arg

Ala

Tyr

Thr
120

Gly

Ser

25

Pro

Glu

Asp

Glu

5307091

Gly

10

Gly

Gly

Thr

Asn

ASp

90

Ile

vai

Leu

Phe

Lys

Tyr

Ser

75

Thr

Leu

Thr

val

Thr

Gly

Tyr

60

Lys

Ala

Thr

val
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Ty Asp val Trp Gly G

GIn

Phe

Leu

45

val

Asn

Met

Gly

Ser
125

110

Pro

Ser

30

Glu

Asp

Thr

Tyr

Tyr

110

Ser

Gly

15

Ser

Trp

Ser

Leu

TYyr

95

Tyr

Tn Gly Thr
1

Gly

Tyr

va'l

va'l

Tyr

80

Cys

Ala



<211>
<212>
<213>

<220>
<221>
<223>

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

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

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

<400>

Glu val GIn Leu Leu
1
Ser Leu

Ala Met

119
PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC._.FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(108)
H-CDR3

199

Arg Leu Ser
20

Gly Trp val
35

Ser Ser Ile ser Gly

50

Lys Gly

65

Leu Gin

Ala Arg

Arg Phe Thr

Met Ash Ser
85

Asp His Ser
100

Thr Leu val Thr val

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

<220>
<221>
<223>

115

200
129
PRT
Homo sapiens

MISC_FEATURE

Clone XPA.15.110

.105 heavy chain

Glu

cys

Arg

Ser

Ile

70

L.eu

Ser

Ser

ser

Ala

Glin

Gly

55

ser

Arg

ser

Ser

heavy chain

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Gly

Ser

25

Pro

Thr

Asp

Glu

Ala
105

530709_1

Gly
10

Gly
Gly
Thr
Asn
ASp
30

Phe

Leu

Phe

Lys

Tyr

Ser

75

Thr

Asp

val

Thr

Gly

Tyr

60

Lys

Ala

Tyr
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Gln

Phe

Leu

45

Ala

AsSn

val

Trp

Pro

Ser

30

Glu

Asp

Thr

Tyr

Gly

Gly
15

Asn
Trp
ser
L.eu
Tyr
95

Gln

Gly

Tyr

val

val

cys

Gly



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

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

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

<400>

Glu val Gin Leu Leu
1

Ser

Thr

Ser

Lys

Leu

Ala

Tyr

Ser

l.eu

Met

Gly

50

Gly

Gln

Arg

Tyr

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

<220>
<221>
<223>

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

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(118)
H~CDR3

200

Arg Leu Ser
20

Asp Trp val
35

ITe Asn Trp

Arg Phe Thr

Met Asn Ser
85

val Lys Gly

Gly Met Asp

201
119
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

Gluy

Cys

Arg

Asn

ITe
70

Leu

Ty

val

Ser

Ala

Gln

Gly

55

Ser

Arg

Cys

Trp

Gly.

Ala

Ala

40

Gly

Arg

Ala

Ser

Gly

Gly

Ser

25

Pro

Ser

Asp

Glu

Ser

105

GlIn

.124 heavy chain

530709_1

Gly
10

Gly
Gly
Thr
Asn
Asp
90

Thr

Gly

Leu

Phe

Lys

Gly

Ser

75

Thr

Ser

Thr

val

Thr

Gly

Tyr

60

Lys

Ala

cys

Leu
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Gln

Phe

L.eu

45

Ala

ASn

val

Tyr

val
125

Pro

Ser

30

Glu

Asp

Thr

Tyr

Phe

110

Thr

Gly

15

Ser

Trp

Ser

L.eu

Tyr

95

ASp

val

Gly

Tyr

val

val

Tyr

80

cys

TYyr

Ser



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

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

<400>
Glu val
1

Ser Leu

val

Met

val
50

ser

Gly
65

Arg

Gln Met

Arg Ile

Thr Leu

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

<220>
<221>
<223>

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

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

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

MISC_FEATURE
(5L..057)
H-CDR2

MISC_FEATURE
(96)..(108)
H-CDR3

201
Gln teu Leu

Leu Ser

20

Arg

Thr val

35

Trp

ITe Tyr Ser

Phe Thr Ile

Asn Ser Leu

85

Asn Trp Asn

100

val Thr val

115

202
119
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE
(26) ..(33)
H-CDR1

MISC_FEATURE
(51)..(56)
H-CDR2

MISC_FEATURE
(95)..(108
H-CDR3

Glu

Cys

Arg

Gly

Ser

70

Arg

AsSp

Ser

121

‘Ala

Ser Gly Gly

Ala Ala Ser

25

Ala
40

GIn Pro

Gly Thr

55

Ser

Arg Asp Asn

Glu Asp

Asn
105

Gly Gly

ser

heavy chain

530709_1

Gly

10

Gly

Gly

Tyr

ser

Thr

90

Phe

Leu

Phe

Lys

Tyr

Lys

Ala

Asp

val

Thr

Gly

Ala

60

Asn

val

Tyr
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Gln

Phe

Leu

45

Asp

Thr

Tyr

Trp

Pro

ser

30

Glu

Ser

Leu

Tyr

Gly
110

Gly

15

Thr

Trp

val

Tyr

cys

95

Gln

Gly

Tyr

val

Lys

Leu

80

Ala

Gly



5307091
<400> 202
Glu val GIn Leu Leu Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly
I 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala ger Gly phe Thr phe ggr ser Tyr
20 5

Ala Met Ser Trp val Arg Gln Aéa Pro Gly Lys Gly zgu Glu Trp val
35 4

ser Ser Ile Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Arg Lys Gly
50 55 60

Arg Phe Thr ITe Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gln
65 70 75 80

Met Asn Ser Leu ggg Ala GlTu Asp Thr Sga val Tyr Tyr Cys Sga Arg

His Ala Asp GIn Trp Pro Gly Ser Trp Phe Asp Pro Trp Gly GIn Gly
100 105 110

Thr Leu val Thr val Ser Ser

115
<210> 203
<211> 116
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.122 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDbR1

<220>

<221> MISC_FEATURE
<222> (51)..(56)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222>  (95)..(105)
<223> H-CDR3

<400> 203
Glu val GlIn Leu Leu Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
3 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Asn Tyr
20 25 30
Page 168



Ala Met Ser Trp val

Ser ser
50

35

Ile Ser Gly

Arg Phe Thr Ile Ser

65 -

Met Asn

Gly Gly

Thr val

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

<220>
<221>
<223>

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

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

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

Ser Leu

Ala val

Ser Ala
50

Ser Leu Arg
85

val Gly Asp
100

Ser ser
115

204
123
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(112)
H-CDR3

204

GIn Leu Leu
5
Arg Leu Ser
20

His Trp val
35

Ite ser Gly

5307091

Arg Glin ﬁga Pro Gly Lys Gly

Gly Ser Thr Tyr Tyr Ala Asp
55 60

Arg Asp Asn Ser Lys Asn Thr
70 75

Ala Glu Asp Thr Séa val Tyr

Trp Phe Asp Pro Trp Gly GlIn
105

.127 heavy chain

Leu
45

Ser
l.eu

Tyr

Gly

Glu

Arg

Tyr

Cys

Thr
110

Trp

Lys

Leu

Ala

95

L.eu

va'l

Gly

Gln

80

Arg

val

Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly
- 10 15

Cys Ala Ala ger Gly Phe Thr Phe Asn Lys Phe
5

30

Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val
40 45

Ser g;y Gly Ser Thr Tyr E%r Ala Asp Sser val
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530709_1

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

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

Ala Ser Asp val Glu Gly Gly Tyr Phe His Asn Ser Gly Pro Asp His
100 105 110

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

<210> 205
<211> 120
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.0L5.125 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (97)..(109)
<223> H-CDR3
<400> 205

g?u val GIn Leu Leu Glu Ser Gly Gly Gly teu val GIn Pro Gly Gly

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

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

Ser Ala Ile Ser Gly Ser ggy Gly ser Thr Tyr E%r Ala Asp ser val
50

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

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

pPage 170



Gly T Leu val Thr val Ser Ser

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

<220>
<221>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1
Ser Leu
Glu Met
Ala Leu
50
Leu Gln
Ala Ala
Gly Thr

<210>

115

206
120
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

206

Gln Leu Leu

Arg Leu Ser
20

Asn Trp val
35

ITe Ser Tyr

Arg Phe Thr

Met Asn Ser
85

Asp Leu Gly
100

Leu val Thr
115

207

120

105

.133 heavy chain

Glu

Cys

Arg

Asp

Ile

70

Leu

Ile

val

ser

Ala

Gin

Gly

55

Ser

Arg

Gly

ser

Gly

Ala

Ala

40

Ser

Arg

Ala

Ser

Ser
120

Gly

Ser

25

Pro

Asn

Asp

Glu

5307091
Ala Arg Gly Pro val Gly Ile Ser Gly Asn Tyr Asp Tyr Trp Gly Gln
100 110

Gly

10

Gly

Gly

Lys

Asn

Asp

20

Tyr

Leu

Phe

Lys

ASp

Ser

75

Thr

Phe

val

Thr

Gly

Tyr

Lys

Ala

Asp
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Gln

Phe

Leu

45

Ala

Asn

Leu

Tyr

Pro

Ser

30

Glu

Asp

Thr

Tyr

Trp
110

Gly

15

Ser

Trp

Ser

Leu

Tyr

95

Gly

Gly

Tyr

val

val

Tyr

80

cys

Gin



<211>
<212>
<213>

<220>
<221>
<223>

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

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

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

Ser Leu

Trp Met
Ala

Ser

LyS

~<

Leu Gln

Ala Arg

Gly Thr

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

<220>
<221>
<223>

120
PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC..FEATURE
(51)..(58)
H-~CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

207

GIn Leu Leu

teu Ser

20

Arg.

Ser val

35

Trp

Ile Ser Gly

Phe Thr

Ser
85

Met Asn

Pro Gly

100

AsSpP

Leu val Thr

115

208
118
PRT

Homo - sapiens

MISC_FEATURE
Clone XPA.15

L135

Glu

Cys

Arg

Ser

Ile

70

Leu

Gly

val

.139

heavy chain

Ser Gly Gly

Ala Ala ser

25

Ala
40

Glin Pro

Gly Gly ser

55

Ser Arg

ASp

Arg Ala Glu

Ile Tyr

Ser
120

Ser

heavy chain

5307091

Gly

10

Gly

Gly

Thr

Asn

ASp

90

Tyr

Leu

Phe

Lys

Tyr

Ser

75

Thr

Phe

val

Thr

Gly

Tyr

60

Lys

Ala

Asp
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Gln

Phe

Leu

45

Ala

Asn

val

Tyr

Pro

Ser

30

Glu

Asp

Thr

Tyr

Trp

Gly

15

Asn

Trp

Ser

Leu

Tyr

95

Gly

Gly

Ala

val

val

Tyr

Cys

Glin



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

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

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

<400>

Glu val
1

Ser Leu

Trp Met

ser Gly
50

Lys Gly
65

Leu GIn

Ala Arg

Leu val

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

<220>
<221>
<223>

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

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

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(107)
H-CDR3

208

GIn Leu Leu

Arg Leu Ser
20

ser Trp val
35

ITe Ser Gly

Arg Phe Thr

Met Asn Ser
85

Glu Gly ser
100

Thr val ser
115

209

121

PRT _
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC._FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

Glu

Cys

Arg

Ser

Ile

70

Leu

Gly

ser

Ser

Ala

Gin

Gly

55

Ser

Arg

Trp

Gly

Ala

Ala

40

Gly

Arg

Ala

Leu

Gly

Ser

25

Pro

Tyr

Asp

Glu

val
105

.138 heavy chain

530709_1

Gly

10

Gly

Gly

Ile

Asp

ASp

90

Asp

Leu

phe

Lys

His

ser

75

Thr

Gln

val

Thr

Gly

Tyr

60

Lys

Ala

Trp

pPage 173

Glin

phe

Leu

45

Ala

Asn

val

Gly

Pro

Ser

30

Glu

Asp

Thr

Tyr

Glin
110

Gly

15

Ser

Trp

ser

Leu

Tyr

95

Gly

Gly

Tyr

val

val

TYyr

80

Cys

Thr



<220>
<221>
<222>

<223%

<400>

g1u val GIn Leu

Ser Ley

Glu

Ser

Leu

Ala

<210>
<211>
<«212>

<213>

<220>
<221>
<223>

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

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

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

<400>

Met

ser

50

Gly

Gin

Arg

Gly

MISC_FEATURE
(97)~.(110)
B<CDR3

209"
Leu

Leu Ser

20

Arg

Asnh val

35

Trp

ITe Ser Ser

Arg Phe Thr

Ser
85

Met Asn

val Arg

100

Trp

Thr val

115

Leu

210
118
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC..FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51 ..(58)
H-CDR2

MISC_FEATURE
(97)..(107)
H-CDR3

210

Glu

Cys

Arg

Ser

Ile

70

Leu

Tyr

Thr

143

Ser Gly Gly

Ala Ala Ser

25

Ala
40

Gin Pro

Ser Ser

55

Tyr

ser Arg Asp

Arg Ala Glu

Ser
105

LyS Asp

val Ser Ser

120

heavy chain

530709..1

Gly
10

Gly
Gly
Ile
Asn
Asp
90

Asp

Leu

Phe

Lys

Tyr

Ser

75

Thr

Ala

val

Thy

Gly

Tyr

60

Lys

Ala

Phe

GlIn

Phe

Leu

45

Ala

Asn

val

ASp

Pro

Ser

30

Glu

Asp

Thr

TYyr

Ile
110

Gly
15

Ser
Trp
ser
Leu
Tyr
95

Trp

Gly

Tyr

val

val

Tyr

Cys

Gly

Glu val Gln Leu Leu Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly
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Ser teu

Ala Met

Ala His
50

Lys Gly

Leu GIn

Gly Lys

Leu val

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

<220>
<221>
<223>

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

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

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

<400>

1

Arg Leu Ser
20

Asn Trp val
35

ITe Asn Gln

Arg phe Thr

Met Asn Ser
85

Leu Arg Gly

Thr val ser
115

211

118

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H~CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_.FEATURE
(97)..(107)
H-CDR3

211

5

530709_1
10 15

Cys Ala Ala ;gr Gly Phe Thr phe ggr Asn Tyr

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

Asp ggy Ser Glu Lys Tyr Egr val Glu Ser val

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

Leu Arg Ala Glu gép Thr Ala val Tyr gyr Cys
5

Gly Ala Tyr Asn Asp Tyr Trp Gly Gln Gly Thr
105 110

Ser

.145 heavy chain

Glu val Gln Leu Leu Glu Ser Gly Gly iéy teu val GIn Pro G;y Gly

1

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Tyr
20

25 30

Ala Met Thr Trp val Arg Gln Ser Pro Gly Lys Gly Leu Glu Trp val
35 40 45
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Ser val Ile Ser Gly
50
Lys Gly Arg Phe Thr
65
Leu GIn Met Asn Ser
85
Ala Lys Ala Lys Gly
100
teu val Thr val ser
115
<210> 212
<211> 123
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> H-~-CDR1
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> H-CDR2
<220>
<221> MISC_FEATURE
<222> (97)..(112)
<223> H-CDR3
<400> 212
Glu val GIn Leu teu
1 5
Ser Leu Arg Leu Ser
20
Thr Met Asp Trp val
35
Ser Ser Ile Ser Ser
50
phe Thr

Lys Gly Arg
65

Ser ggy Gly Thr Thr Tyr

530709_1

60

Tyr Ala Asp Ser val

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

Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
95

90

Ser GlIn val Phe Asp Tyr Trp Gly gig Gly Thr

Ser

105

.140 heavy chain

Glu Ser

Cys Ala

Arg Glin

Ser Ser

55

Ile ser
70

Gly

Ala

Ala

40

Ser

Arg

Gly

Ser

25

Pro

Tyr

Asp

Gly Leu val
10

Gly phe Thr
Gly Lys Gly

Ile Tyr Tyr
60

Asn Ser Lys
75

Page 176

Gin

Phe

Leu

45

Ala

Asn

Pro
Ser
30

Glu

Asp

Thr

Gly

15

Ser

Trp

Ser

Leu

Gly

Tyr

val

val

Tyr
80



530709_1

Leu Gln Met Asn ggr Leu Arg Ala Glu ggp Thr Ala val Tyr Tyr Cys
95

val Arg Glu Ala Trp Arg Glu Asn
100

Asn
105

Trp Gly G}?'Gjy Thr Leu val Thr val
1

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val

1

Ser Leu

Gly Met

Ser phe
50

Lys Gly

teu Gln

Ala Arg

213

120

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1L

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

213

Gln Leu Leu

Arg Leu Ser
20

ser Trp val
35

Ile Ser Gly

Arg Phe Thr

Met Asn Ser
85

val Gly Ser

120

.167 heavy chain

Glu

cys

Arg

Ser

Ile

70

Leu

Ser

Ser

Ala

Gln

Gly

55

Ser

Arg

Gly

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Gly

Ser

25

Pro

Ser

ASp

Glu

Tyr
105

Asp Trp Tyr Glu Leu Asp Tyr
110

Ser Ser

Gly Leu

10

Gly phe

Gly Lys

Thr Asn

Asn Ser
75

Asp Thr
90

Tyr Phe

val

Thr

Gly

Tyr

60

Lys

Ala

ASp
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Gin

Phe

Leu

45

Ala

Asn

val

Tyr

Pro

Asp

30

Glu

Asp

Thr

Tyr

Trp
110

Gly
15

Asp
Trp
ser
Leu
Tyr
95

Gly

Gly
TYr
val
val
Tyr
Ccys

Glin



. Gly Thr Leu val Thr val Ser Ser

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

<220>
<221>
<223>

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

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

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

<400>

115

214
120
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
L. .(56)
H-CDR2

MISC. FEATURE
(95)..(109)
H-CDR3

214

Glu val GIn Leu Leu

1

Ser

Trp

Ser

Arg

65

Met

Glu

Gly

Leu

Met

ser

50

Phe

Asn

val

Thr

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

Arg Leu Ser
20

Ser Trp val
35

ITe Ser Gly

Thr Ile sSer

Ser Leu Arg
85

Glu Tyr Ser
100

Leu val Thr
115

215
123
PRT
Homo sapiens

120

.169 heavy chain

Glu

cys

Arg

Gly

Arg

70

Ala

Ser

val

Ser

Ala

Gln

Ser

55

ASp

Glu

Ser

Ser

Gly

Ala

Ala

40

Thr

Asn

Asp

Trp

Ser
120

Gly

Ser

25

Pro

Tyr

Ser

Thr

5307091

Gly
10

Gly
Gly
Tyr
Lys
Ala
90

Ala

Leu

rPhe

Lys

Ala

Asn

75

val

Phe

val

Thr

Gly

AsSp

60

Thr

Tyr

Asp
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Gln

Phe

Leu

45

Ser

Leu

Tyr

Ile

Pro

Ser

30

Glu

Arg

Tyr

Cys

Trp
110

Gly

15

Ser

Trp

Lys

Leu

Ala
95

Gly

Gly

Tyr

val

Gly

Gin

80

Arg

Gin



<220>
<221>
<223>

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

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

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

<400>
Glu val
1

Ser Leu

Ser Met

Ser Leu
50

Gly Arg
65

Gin Met

Arg Glu

Trp Gly

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

<220>
<221>
<223>

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

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(57)
H-CDR2

MISC_FEATURE
(96)..(112)
H-~CDR3

215

GIn Leu Leu

Arg Leu Ser
20

Ash Trp val
35

ITe Tyr Arg

Phe Thr Ile

Asn Ser Leu
85

Ser Thr Arg
100

Gln Gly Thr
115

216
121
PRT

.020 heavy chain

Glu

Cys

Arg

AsSp

ser

70

Arg

Leu

L.eu

Homo sapiens -

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDRL

ser

Ala

Glin

Gly

55

Arg

Ala

Arg

val

Gly

Ala

Ala

40

Ser

Asp

Gly

Thr
120

Gly

Ser

25

Pro

Thr

Asn

ASp

Ser

105

val

.017 heavy chain

530709_1

Gly

10

Gly

Gly

Thr

Ser

Thr

90

Tyr

Ser

Leu

Phe

Lys

Tyr

Tyr

val

Thr

Gly

Ala

60

Asn

val

Tyr

Ser
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GIn

Phe

Leu

45

Asp

Thr

Tyr

Gly

Pro

Ser

30

Glu

Ser

Leu

Tyr

Met
110

Gly

15

Ser

Trp

val

Tyr

Cys

95

ASp

Gly

Tyr

val

Arg

val



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

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

<400>

Glu val
1

Ser teu
Ser Met

ser val
50

Gly Arg
65

Gln Met
Arg GIn
Glin Gly

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

<220>
<221>
<223>

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

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

<220>
<221>
<222>

MISC_FEATURE
(51)..(57)
H-CDR2

MISC_FEATURE
(96)..(110)
H-CDR3

216

Gin Leu Leu

Arg Leu Ser
20

Asn Trp val
35

Ile Tyr Ser

Phe Thr ITe

Asn Ser Leu
85

val Arg Asp

Thr Leu val
115

217

116

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..(58)
H-CDRZ

MISC_FEATURE
(97)..(105)

Glu ser
cys Ala
Arg Gln
Gly Asp
55

ser Arg
70
arg Ala

Gly Asp

Thr val

Gly

Ala

Ala

40

Ser

ASDP

Glu

TYr

Ser
120

Gly

Ser

25

Pro

Thr

Asn

Asp

.033 heavy chain

530709_1

Gly

10

Gly

Gly

Tyr

Ser

Thr

90

Asp

Leu

Phe

Lys

Tyr

LysS

75

Ala

Trp

val

Thr

Gly

Ala

60

Asn

val

Phe
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Gin

Phe

Leu

45

Asp

Thr

Tyr

Asp

Pro

Ser

30

Glu

Ser

Leu

Tyr

Pro
110

Gly
15

ser
Trp
val
Tyr

cys

Trp

Gly

Tyr

val

Lys

Leu

80

Ala

Gly



<223>
<400> 217
GTu val GIn
1

Ser Leu Arg

Tyr Met Ser
35

Ala val Ile
50

Lys Gly Arg
Leu GlIn Met
Ala Arg Gly

Thr val Ser
115

<210> 218
<211> 117
<212> PRT
<213> Homo

<220>

H-CDR3

Leu

Leu

20

Trp

Ser

Phe

Asn

Ser

100

Ser

Leu

Ser

val

Tyr

Thr

Ser

85

Ser

sapiens

<221> MISC_FEATURE
<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222>

<223> H-CDRL

<220>

(26)..(33

<221> MISC_FEATURE

<222>

<223> H-CPR2

<220>

(51)..(56)

<221> MISC_FEATURE

<222>
<223>

<400> 218

1

(95)..(106)
H-CDR3

Glu ser Gly

Cys Ala Ala

Arg Gin Ala
40

Asp Gly Ser
55

Ile Ser Arg
70

teu Arg Ala

ser Phe Asp

Gly

ser

25

Pro

Asn

ASp

Glu

Tyr
105

.037 heavy chain

Glu val Gln Leu %eu Glu Ser Gly Gly G

530709..1

Gly
10

Gly
Gly
Lys
Asn
Asp
90

Trp

10

Leu

pPhe

Lys

Tyr

Ser

75

Thr

Gly

val

Thr

Gly

Tyr

60

Lys

Ala

Gin

Glin

Phe

Leu

45

Ala

Asn

val

Gly

Pro

Ser

30

Glu

Asp

Thr

Tyr

Thr
110

Gly
15

Asp
Trp
Ser
lLeu
Tyr
935

Leu

Gly

TYyr

val

val

Tyr

80

cys

val

Ty Leu val GlIn Pro Gly Gly
15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Asn
pPage 181



530709_1
20 25 30

Tyr Met Ser Trp val Arg Gln 283 Pro Gly Lys Gly Lgu Glu Trp val
35 4

Ser Ser Ile Ser Gly Gly §§r Thr Tyr Tyr Ala Agp Ser Arg Lys Gly
50 6

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

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

Leu Asp Trp Ser Ser Gly Ala Phe Asp Ile Trp Gly GIn Gly Thr Leu
100 105 110

val Thr val Ser Ser

115
<210> 219
<211> 120
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE .
<223> Clone XPA.15.042 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..033
<223> H-CDR1

<220>

<221> MISC_FEATURE
<222> (51D)..(58)
<223> H-CDR2

<220>

<221> MISC_FEATURE
<222> (97)..(109)
<223> H-CDR3

<400> 219
Glu val GIn teu Leu Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly
1 5 10 15

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

Trp Met Ser Trp val Arg Glin ﬁga Pro Gly Lys Gly Leu Glu Trp val
35 45

Ser Tyr Ile Ser Gly Ser Gly Arg Thr Ile Tyr Tyr Ala Asp Ser val
50 55 60
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Lys Gly Arg Phe Thr
65

Leu GIn Met Asn Ser

85

Ala Arg val Gly ser

100

Gly Thr Leu val Thr
115

<210> 220

<211> 122

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> H-CDR1

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> H-CDRZ

<220>

<221> MISC_FEATURE

<222> (97)..(111)

<223> H-CDR3

<400> 220

Glu val Gln Leu Leu

1 5

Ser Leu Arg lLeu Ser

20

Ser Met Asn Trp val
35

Ser Ala Ile Ser Gly

50

Lys Gly Arg phe Thr

65

Leu GlIn Met Asn ggr

5307091

ITe Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
70 75 80

Leu Arg Ala Glu ggp Thr Ala val Tyr ggr Cys

Ser Gly Trp Tyr Tyr Phe Asp Tyr Trp Gly Gin
105 110

val Ser Ser’

120

.036 heavy chain

Glu Ser

Ccys Ala

Arg G1n

Ser Gly

55

Ile
70

Ser

Leu Arg

Gly

Ala

Ala

40

Gly

Arg

Ala

Gly

Ser

25

Pro

Ser

Asp

Glu

Gly Leu val

10

Gly phe Thr

Gly Lys Gly

Thr Tyr

Asn Ser
- 75

Asp Thr Ala
90
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Gln

Phe

Leu

45

Ala

Asn

val

Pro

Ser

30

Glu

ASp

Thr

TYyr

Gly

15

Ser

Trp

Ser

Leu

Tyr
95

Gly

Tyr

val

val

Tyr

80

Cys



530709.1

Ala Arg Asp Ser Trp Glu Leu Leu Gly Tyr Asp Ala Phe Asp Ile Trp
100

105

Gly GIn Gly Thr Leu val Thr val Ser Ser

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

<220>
<221>
<223>

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

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

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

<400>

115

221
121
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE
(51)..058)
H-CDR2

MISC_FEATURE
(97)..(110)
H-CDR3

221

Glu val GIn Leu Leu
1 5

Ser Leu

Gly Met

ser Ala
50

Arg Leu Ser
20

His Trp val
35

Ile ser Gly

Lys Gly Arg Phe Thr

Lteu GIn

Ala Arg

Gln Gly

Met Asn Ser
85

Asp Arg Tyr

Thr Leu val
115

120

.007 heavy chain

Glu

cys

Arg

ser

Ile

70

Leu

Ser

Thr

Ser

Ala

Gln

Gly

55

ser

Arg

Ser

val

Gly

Ala
40
Gly

Arg

Ala

Gly

Ser
120

Gly

Ser

25

Pro

Ser

Asp

Glu

Gly
10

Gly
Gly
Thr
Asn
AsSp
90

Tyr

Leu

Phe

Lys

Tyr

Ser

75

The

Trp

val

Thr

Gly

Tyr

60

Lys

Ala

Ser
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Gln

Phe

Leuy

45

Ala

Asn

val

Asp

110

Pro

Ser

30

Glu

Asp

Thr

Tyr

Tyr
110

Gly

15

Ser

Trp

Ser

Leu

Ty

95

Trp

Gly

Tyr

val

val

Tyr

80

Cys

Gly



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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1

ser Leu
Trp Met

Ser Gly
50

Lys Gly
Leu Gln
Ala Lys
Leu val

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

<220>
<221>
<223>

222
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
H~-CDR1

MISC_FEATURE
(51)..(58)
H-CDR2

MISC_FEATURE
97)..107)
H-CDR3

222

Gin Leu Leu

Arg Leu Ser
20

Ser Trp val
35

Ile Ser Gly

Arg Phe Thr

Met Asn Ser
85

Asp Ser Ser
100

Thr val ser
115

223
120
PRT
Homo sapiens

"MISC_FEATURE

Clone XPA.15

.074 heavy chain

Glu

Cys

Arg

Ser

Ile

70

Leu

Asp

Ser

Ser

Ala

Gln

Gly

55

Ser

Arg

Trp

Gly

Ala

Ala

40

Gly

Arg

Ala

Tyr

Gly

Ser

25

Pro

Tyr

Asp

Glu

Ile
105

.066 heavy chain

5307091

Gly
10

Gly
Gly
Thr
Asn
Asp
90

Asn

Leu

Phe

Lys

Ser

Ser

75

Thr

Ser

val

Thr

Gly

Tyr

60

Lys

Ala

Trp
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Gln

Phe

Ley

45

Ala

Asn

val

Gly

Pro

Ser

30

Glu

ASp

Thr

Tyr

Gin
110

Gly
15

Ser
Trp
Ser
Leu
Tyr
95

Gly

Gly

Tyr

val

val

Tyr

80

cys

Thr



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

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

<220>
<221>
<222>
<223>
<400>

Glu val
1

Ser Leu
Ala Met

Ser Gly
50

Lys Gly
Leu Gln
Ala Arg
Gly Thr

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

<220>
<221>
<223>

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

<220>
<221>
<222>

MISC_FEATURE
(26)..(33)
H-CDR1

MISC_FEATURE

(51)..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

223

Gin Leu Leu

Arg Leu Ser
20

Met Trp val
35

Ile Ser Trp

Arg Phe Thr

Met Asn Ser
85

e

Pro ser G
100

teu val Thr
115

224

118
PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
H-CDR1

MISC_FEATURE
(51)~. (58)

Glu Ser

Cys Ala

Arg Gln

Asn Ser
55

ITe ser
70

Leu Arg

Ala Tyr P

val Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Ser
120

Gly

Ser

25

Pro

Ser

ASp

.080 heavy chain

530709_1

Gly

10

Gly

Gly

Ile

Asn

Asp
90

r Pro

Leu

Phe

Lys

Gly

Ser

75

Thr

val

Thr

Gly

Tyr

60

Lys

Ala

Page 186

Gln

Phe

Leu

45

Ala

AsSn

val

Asn

Pro

Arg

30

Glu

Asp

Thr

Gly

15

Asn

Trp

Ser

Leu

Tyr
95

Gly

Phe

val

val

TYyr

80

Cys

Gly G



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

ser Leu

H-CDR2Z

MISC_FEATURE
(97)..C107)
H~CDR3

224

GIn Leu Leu

Arg Leu Ser
20

Ser Met Ash Trp val

35

ser Ala Ile Ser Gly

50

Lys Gly Arg Phe Thr

Leu Gln

Ala Arg

Leu val

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

<220>
<221>
<223>

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

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

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

<400>

Met Asn Ser
85

Asp Gly Ile

Thr val Ser
115

225

120

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
26)..(33)
H-CDR1

MISC_FEATURE
(D ..(58)
H-CDR2

MISC_FEATURE
(97)..(109)
H-CDR3

225

Glu ser

Cys Ala

Arg Gln

Ser Gly

55

ITe Ser
70
Leu Arg

Trp Ser

Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Ala

Gly

ser

25

Pro

Arg

ASp

Glu

Met
105

.111 heavy chain

5307091

Gly
10

Gly
Gly
Thr
Asn
Asp
90

ASp

Leu

Phe

Lys

Tyr

Ser

75

Thr

val

val

Thr

Gly

Tyr

60

Lys

Ala

Trp

Page 187

Gin

Phe

Leu

45

Ala

Asn

val

Gly

Pro

Ser

30

Glu

Asp

Thr

Tyr

Gln
110

Gly

15

Ser

Trp

Ser

Leu

Tyr

95

Gly

Gly

Tyr

val

val

TYyr

80

cys

Thr



530709_1
Glu val GIn Leu Leu Glu Ser Gly Gly ggy Leu val GIn Pro ggy Gly
1 - 5

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

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

ser G%y ITe Ser Gly Ser géy Gly Ser Thr Asp E%r Ala Asp Ser val
5

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

Leu Gln Met Asn ggr Leu Arg Ala Glu gap Thr Ala val Tyr ggr Cys

Ala Arg Glu Leu Pro Ala Phe Trp Ser Ala Phe Asp Tyr Trp Gly Gln
100 105 110

Gly Thr Leu val Thr val Ser pPhe
115 120

<210> 226
<211> 124
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.193 heavy chain

<220>

<221> MISC_FEATURE
<222> (26 ..(33)
<273> HCDR1"

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(113)

<223> HCDR3

<400> 226

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

Thr val Lys gge Ser Cys Lys val ggr Gly Tyr Thr Phe g%y AsSp Tyr

His Met His Trp val Lys Gln Ala Pro Gly Lys Gly Leu Glu Trp Met
Page 188



40

Glu Ash Glu

55

Mmet Ala Ala

70

ASp

Leu Arg Ser Glu

Ser Ser Gly Tyr

val Thr

120

Thr Met

.194 heavy chain

Gln ser Gly Ala

Lys Ala Ser
25

Cys

Arg Gin Ala Pro

Ile Phe Gly Thr

55

Ile Thr Ala Asp

35
Gly Leu val Asp Pro
50
Gin Asp Arg Ile Thr
65
Met Glu Leu Ser Ser
85
Ala Arg Ser Pro Ser
100
Tle Trp Gly Gln Gly
115
<210> 227
<211> 121
<212> PRT .
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2
<220>
<221> - MISC_FEATURE
<222> (97)..(110)
<223> HCDR3
<400> 227
GIn val Glin Leu val
1 5
ser val Lys val Ser
20
Ala Ile Ser Trp val
35
Gly Gly 1Ile 1le Pro
50
GIn Gly Arg val Thr
65

70

530709_1
45

Thr Glu Egr.Gly Glu Lys Phe

Thr Ser Thr Asp Thr Ala Tyr

75 80

ASp

Thr Ala val Tyr Tyr Cys
90 95

Phe Arg val Asp Gly Phe Asp
110

val Ser Ser

Lys Pro Gly

15

Glu val Lys Ser
10

Gly Gly Thr Phe Ser Ser

30

Tyr

Leu Glu

45

Gly GlIn Gly Trp Met

Ala Asn g%r Ala GIn Lys Phe

Glu ;gr Thr Thr Ala

page 189

ser TYr

80



5307091

- Met Glu Leu Ser ggr Leu Arg Ser Glu Asp Thr Ala val Tyr ggr Cys

90

Ala Gly Lys Leu Tyr Ser Arg Asp Tyr Trp Tyr Phe Asp Leu Trp Gly
100 105 110

Arg Gly Thr Leu val Thr val Ser Ser
115

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

<220>
<221>
<223>

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

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

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

<400>
Glu val
1

Ser Leu

Trp Ile

Ile
50

Gln
65

Gly
Gin

l.eu

Ala Thr

228

119

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
HCDR1
MISC_FEATURE

(51)..(58)
HCDR?Z
MISC_FEATURE

(97)..(108)
HCDR3

228
Gin

Leu val

Ile
20

Lys Ser

Gly val

35

Trp

Ile Tyr Pro

GIn val Thr

ser
85

Trp Ser

His Ala

100

His

120

.195 heavy chain

Gln

Cys

Arg

Gly

Ile

70

Leu

Ser

Ser

Lys

Gin

Asp

55

Ser

Lys

Gly

Gly

Gly
Met
40

ser

val

Ala

Arg

Ala

Ser

25

Pro

ASp

Asp

Ser

Gly

val Lys

Gly Tyr Arg

Gly Arg Gly

Thr Arg Tyr

60

Lys Ser Ile

75

Asp Thr Ala

90
Leu Asp Pro

Page 190

Lys

Phe

Leu

45

Ser

Ser

Met

Trp

Pro

Thr

30

Glu

Pro

Thr

Tyr

Gly
110

Gly
15

Ser

Trp

Ser

Tyr
95

Gln

Glu

TYyr

Met

Phe

Cys

Gly



Thr Leu val Thr val Ser Ser

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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Gln val
1

Ser val
Tyr Met

Gly Trp
50

Gin Gly
65

Met Glu
Ala Arg
val Trp

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

115

229
124
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
HCDR1
MISC_FEATURE

(51)..(58)
HCDR2

MISC_FEATURE
(99)..(113)
HCDR3

229
Gln val gal

Lys val ser
20

His Trp val
35

Ile Asn Pro

Arg val Thr

Leu Ser Arg
85

Gly Ser Ser
100

Gly Lys Gly
115

230

124

PRT .
Homo sapiens

.196 heavy chain

Gln

Cys

Arg

Ash

Met

70

Leu

Ser

Ser

Ser

Lys

Gln

Ser

55

Thr

Arg

Ser

Thr

Gly

Ala

Ala
40

Gly

Arg
Ser
Trp

val
120

Ala

Ser
25

Pro

Gly.

ASp

Asp

Pro

105

Thr

530709..1

Glu
10

Gly
Gly
Thr
Thr
Asp
90

val

val

val

TYyr

Gin

AsSh

Ser

75

Thr

Tyr

Ser

Lys
Thr
Gly
Tyr.
60"

Ile
Ala

phe

Ser

Page 191

Lys

Phe

leu

45

Ala

Ser

val

Tyr

Pro Gly
15

Thr Gly
30

Glu Trp

Gln Lys

Thr Ala

Tyr Tyr

95

Tyr Met
110

Ala

His

Met

Phe

Tyr

Cys

Asp



530709_1

<220> ‘
<221> MISC_FEATURE
<223> Clone XPA.15.197 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222> (97)..(113)
<223> HCDR3

<400> 230

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

Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Gly His
20 25 30

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

Gly Trp ITe Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala GIn Lys phe
50 55 60

GIln Gly Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr
65 70 75 80

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

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

val Trp Gly Lys Gly Thr Thr val Thr val ser Ser
115 120

<210> 231
<211> 121
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.198 heavy chain

<220>
<221> MISC_FEATURE
<222> (26)..(33)
Page 192



<223>

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

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

<400>
GIn val
1

Ser val

Ala Ile

Gly Gly

50

Gin
65

Gly

Met Glu

Arg

Gly

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

<220>
<221>
<223>

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

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

<220>
<221>

HCDR1

MISC_FEATURE
(5D)..(58)
HCDR2

MISC_FEATURE
(97)..(110)
HCDR3

231
Gln

Leu val

val
20

Lys Ser

Ser val

35

Trp

ITe Ile Pro

Arg val Thr

ser
85

Leu Ser

GlIn
100

Gly Gly

Thr Thr val

115

232
117
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE

(51)..057)
HCDR2

MISC_FEATURE

Gin Ser

Cys Lys
Arg Gln

Phe
55

Ile

ITe Thr

70

Leu Arg

Leu

val

Gly

Ala

Ala

40

Gly

Ala

Ser

Arg

ser
120

Ala

Ser

25

Pro

Thr

Asp

Glu

Phe

105

Ser

.199 heavy chain

530709_1

Glu val

10

Lys

Gly Gly Thr

Gly GIn Gly

Ala Asn Tyr

60

Glu ser Thr

75

Asp Thr Ala

90

Tyr Gly Met

page 193

Lys

Phe

Leu

45

Ala

Ser

val

Asp

Pro

Ser

30

Glu

Glin

Thr

TYr

val
110

Gly

15

Ser

Trp

Lys

Ala

Tyr

95

Trp

Ser

Tyr

Met

Phe

Tyr

80

Cys

Gly



<222> (96)..(106)

<223> HCDPR3

<400> 232

GIn val GIn Leu val

1 5

Ser val Lys val Ser

50

Tyr Met His Trp val
35

Gly Ile Ile Asn Pro

50

Gly Arg val Thr Met

65

Glu Leu Ser Ser Leu

85
Arg Asp val Gly Trp
100

val Thr val Ser Ser
115

<210> 233

<211> 122

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223% Clone XPA.1l5

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> HCDR1

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(111)

<223> HCDR3

<400> 233

i

GIln Ser Gly

Cys Lys Ala

Arg GIn Ala
' 40

ser Ala Gly
55

Thr Arg Asp
70

Lys Ser Glu

Leu Pro Gly

Ser

ser

25

Pro

Thr

Thr

AsSp

.200 heavy chain

5307091

Glu

10

Gly

Gly

Ser

Ser

Thr

90

Tyr

10

val

Tyr

Glin

Tyr

Thr

75

Ala

Trp

Lys
Thr
Gly
Ala
60

Ser

va'l

Gly
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Lys

pPhe

Leu

45

Gn

Thr

Tyr

Glin

Pro

Thr

30

Glu

Lys

val

Tyr

Gly

15

Asn

Trp

Phe

Tyr

Cys

95

Thr

15

Ala

ser

Met

Gln

Met

80

Ala

Leu

GlIn Met GIn Leu ga] GIn ser Gly Ala Glu val Lys Lys Pro Gly Glu



530709_1
Ser Leu Lys %ée Sser Cys Lys Gly ggr Gly Tyr Arg Phe ggr Asp Asn

Trp Ile §1y Trp val Arg GlIn Mgt Pro Gly Arg Gly Lgu Glu Trp Met
5 4 4

Gly ITe Ile Tyr Pro Gly Asp Ser Glu Thr Arg Tyr Ser Pro Ser Phe
50 55 60

GIn Gly GlIn val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr
65 70 75 80

Leu GIn Trp Ser ggr Leu Lys Ala ser Sgp Thr Ala Met Tyr gyr Cys
5

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

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

<210> 234
<211> 122
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.202 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(033)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(87)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222> (96)..(111)
<223> HCDR3

<400> 234 .
Gln Leu GIn Leu GIn GIn Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu
1 5 10 15

Thr Leu Ser Leu Thr Cys Ala val ;yr Ser Gly Ser Phe Ser Gly Tyr
5 30
Tyr Tyr Ser Trp Ile Arg Gln Ser Pro Gly Arg Gly Leu Glu Trp Ile
35 40 45

Gly Asp Ile Ser His Thr Gly Ser Thr Asp Tyr Asn Pro Ser Leu Lys
page 195



50

Thr Arg val Thr Ile

65

Asn Leu Ash Ser val

85

Arg Asp Ala Pro Lys
100

Gly GIn Gly Thr Leu

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

<220>
<221>
<223>

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

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

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

<400>

Gln val Gln
1
ser val
Ala Ile ser
Gly Arg Ile
50
GIn Gly Arg
65

Met Glu Leu

115

235
126
PRT
Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR?2

MISC_FEATURE
(97)..(115)
HCDR3

235
Leu val

val
20

Lys Ser

Trp val

35

Ile Pro

val Thr

ser
85

Ser

55

5307091
60

Sser val Asp Thr Ser Lys Asn GlIn Phe Ser Leu
70

75

Thr Ala Ala Asp ggr Ala val Tyr Tyr ggs Ala

Gly Gly Ser Gly Leu Tyr Leu Phe Asp Tyr Trp
105 110

val Thr val Ser Ser

203 heavy chain

GIn

Cys

Arg

Ile

Ile

70

Leu

Ser

LYyS

Gin

Leu

55

Thr

Arg

Gly

Ala

Ala
40

Gly

Ala

Ser

Ala

Ser

25

Pro

Ile

Asp

Glu

Glu val Lys
10

Gly Gly Thr
Gly Gin Gly
Ala Asn Tyr

60
Lys Ser Thr
75

Asp Thr Ala
90
Page 196

Lys

phe

Leu

45

Ala

Ser

val

Pro

Ser

30

Glu

GlIn

Thr

Tyr

Gly

15

Ser

rp

Lys

Ala

Tyr
95

Ser

Tyr

Met

Phe

TYyr

80

cys



530709_1

Ala Arg Asp Ser Tyr Ser Ser Gly Trp Tyr Ser His Gly Pro Glu Tyr
100 105

110

Phe GIn His Trp Gly Gln Gly Thr Leu val Thr val Ser Sser

<210>
<211>

<212>

<213>

<220>
<221>
<223>

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

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

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

<400>

Glu val Gln
1

Ser

Ala

Gly

Gin

65

Met

Ala

Gly

val

Ile

Arg

50

Gly

Glu

Arg

Gln

115

236
122

.PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC._FEATURE
97)..(111)
HCDR3

236
Leu val

val
20

Lys Ser

Ser val
35

Trp

ITe Ile Pro

Arg val Thr

Ser
85

L.eu Ser

Glu Pro

100

ASp

Thr Met

120

.204 "heavy chain

Gln

cys

Arg

Ile

Ile

70

Leu

Tyr

val

Ser

Lys

Gin

Phe

55

Thr

Arg

ASp

Thr

Gly

Ala

Ala

40

Gly

Ala

ser

Phe

val
120

Ala

Ser

25

Pro

Ile

ASp

Glu

Glu val

Lys
10

Gly Gly Thr

Gly Gin Gly

Ala Asn Tyr

60

Lys Ser Thr

75

Asp Thr Ala

90

Asn Asp Ala

Ser
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125

Lys

Phe

Leu

45

Ala

ser

val

Phe

Pro

Ser

30

Glu

Gln

Thr

Tyr

ASp
110

Gly
15

Ser
Trp
Lys
Ala
Tyr
85

Ile

Ser

Tyr

Met

Phe

Tyr

80

cys

Trp



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

<220>
<221>
<223>

<220>
<22%>
<222>
<223>

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

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

<4385
Gin val
1

Ser val

Ala Ie

Gly Gly

50

Gin
65

Gly

Met Glu

Ala Ser

Met Asp

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

<220>
<221>

237
126
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(115)
HCDR3

237

Gln Leu ga?

val
20

Lys Ser

ser val

35

Trp

Ile 1le Pro

Arg val Thr

ser
85.

Leu Ser

His Tyr Tyr

val
115

Trp Gly

238
117
PRT

Homo sapiens

MISC_FEATURE

.205 heavy chain

GIn

Cys

Arg

Ile

Ile

70

lLeu

Asp

GlIn

Ser

Lys

Gin

Phe

55

Thr

Arg

Phe

Gly

Gly
Ala
Ala
40

Gly
Ala
Ser

Trp

Thr
120

Ala

ser

25

Pro

Thr

Asp

Glu

Ser

105

Thr

530709.1

Glu val

Lys
10

Gly Tyr Thr

Gly Gln Gly

Ala Asn Tyr

60

Glu Ser Thr

75

Asp Thr Ala

90

Gly Tyr Gln

val Thr val

Page 198

Lys

Phe

Leu

45

Ala

Ser

val

Tyr

Ser
125

Pro

ser

30

Glu

Gln

Thr

Tyr

Tyr

110

Ser

Gly

15

Ser

Trp

Lys

Ala

Tyr

95

Tyr

Ser

Tyr

Met

Phe

Tyr

Cys

Gly



<223>

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

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

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

<400>

GIn Met GIn Leu val
1

ser val

Ala Met

Gly Trp
50

GIn Gly
65

Met Glu

Ala Arg

val Thr

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

<220>
<221>
<223>

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

<220>
<221>

Clone XPA.15.206 heavy chain

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(106)
HCDR3

238

Lys val ser
20

His Trp val
35

ITe Asn Ala
Arg val Thr

Leu Ser Sser
85

Tyr Thr Ser
100

val ser Ser
115

239
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC._FEATURE

(26)..(33)
HCDR1

MISC_FEATURE

Gln

Cys

Arg

Gly

Ile

70

Leu

Gly

Ser

Lys

Gln

Asn

55

Thr

Arg

Ser

Gly

Ala

Ala

40

Gly

Arg

Ser

Phe

Ala

ser

25

Pro

Asn

ASpP

Glu

.207 heavy chain

530709_1

Glu

10

Gly

Gly

Thr

Thr

ASp

90

Tyr

val

Tyr

Gln

Arg

Ser

75

Thr

Trp

Lys

Thr

Arg

TYr

60

Ala

Ala

Gly
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Lys

Phe

Leu

45

Ser

Ser

val

GIn

Pro

Thr

30

Glu

GIn

Thr

Tyr

Gly
110

Gly

15

Ser

Trp

Lys

Ala

Tyr

95

Thr

Ala

Tyr

Met

Phe

Tyr

80

cys

Leu



<222>
<223>

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

<400>

GlIn Met
1

Ser val

Ala Ile

Gly Ile
50

GIn Gly
65

Met Glu

val Arg

Leu val

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

<220>
<221>
<223>

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

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

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

<400>

(51L)..(58)
HCDR2

MISC_FEATURE
(97)..(105)
HCDR3

239
Gln Leu ga]

Lys val ser
20

Ser Trp val
35

Ile Asn Pro

Arg val Thr

Leu Ser Ser
85

Asp Asn His
100

Thr val ser
115

240
127
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

GIn Ser Gly Ala

cys

Arg

Ser

Met

70

Leu

Gly

Ser

Lys

Glin

Gly

55

Thr

Thr

Trp

Ala

Ala

40

Gly

Arg

Ser

Ser

ser

25

Pro

Ser

Asp

Glu

Phe
105

.208 heavy chain

MISC_FEATURE

(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(116)
HCDR3

240

5307091

Glu
10

Gly
Gly
Thr
Arg
ASp
90

Asp

va'l

Gly

Gin

Ser

Ser

75

Thr

Tyr

Lys

Thr

Gly

Tyr

60

Thr

Ala

Trp
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Lys

Phe

Leu

45

Ala

Ser

val

Gly

Pro

Ser

30

Glu

Gln

Thr

TYr

Glin
110

Gly
15

Ser
Trp
Lys
val
Tyr
95

Gly

Ser

Tyr

Met

Phe

Tyr

80

Cys

Thr



Gln Met

Ser val

Ala Ile

Gly Gly
50

Gin Gly
65

Met Glu

Ala Thr

Tyr Met

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

<220>
<221>
<223>

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

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

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

<400>

1

GIn Leu val

Lys val ser
20

Ser Trp val
35

Ile Ile Pro

Arg val Thr

Leu Ser Ser
85

Lys Gly Ser
100

Asp val Trp
115

241
122
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
HCDR1

MISC_FEATURE

(51)..(58)
HCDR2

MISC_FEATURE
(97)..(11L)
HCDR3

241

5

530709_1
GIn Ser Gly Ala Glu val Lys

10

Cys Lys Ala %gr Gly

Arg Gin Ala pPro Gly
40

1le E?e Gly Thr Ala

Ile Thr Ala Asp Glu
70

Leu Arg Ser Glu Asp
90

Asp Phe Trp Ser Gly
105

Gly Lys Gly Thr Thr

.209 heavy chain

Gly

Gln

Asn

sSer

75

Thr

Tyr

val

Thr
Gly
Tyr
60

Thr

Ala

Tyr

Thr

Lys

Phe

Leu

45

Ala

Ser

val

Tyr

val
125

Pro

ser

30

Glu

Glin

Thr

Tyr

Tyr

110

Ser

Gly
15

Ser
Trp
Lys
Ala
Tyr
95

Tyr

ser

Ser

Tyr

Met

Phe

TYr

80

cys

Tyr

GIn Met GlIn Leu val GlIn Ser Gly Ala géu val Lys Lys Thr ggy Glu

Ser Leu Lys %ge Ser Cys Glin Gly ggr Gly Tyr Arg Phe ggr ASp Asn

pPage 201



Trp ITe Gly Trp val
35

Gly Ile Ile Tyr Pro

50

GIn Gly Gin val Thr

65

Leu Glu Trp Ser Ser

85
Ala Arg His Ala Pro
100

Gly GlIn Gly Thr Leu
115

<210> 242

<211> 133

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> HCDRL

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> HCDRZ :

<220> -

<221> MISC_FEATURE

<222> (97)..(122)

<223> HCDR3

<400> 242

Gln val Gin Leu val

1 5

Ser val Lys val Ser

20
Ala ITe ser Trp val
Gly Gly Ile Ile Pro
50
Gin Gly Arg val Thr

Arg GIn

Gly Asp

55

Ile
70

Ser
Leu Lys
Ala

Leu

val Thr

Met

40

ser

Ala

Ala

val

val
120

Pro

Glu

ASD

ser

Ala

105

Ser

.210 heavy chain

Gin Ser

Cys Lys

Arg Gln

ITe Phe

55

Ile Thr

Gly
Ala
Ala
40

Gly

Ala

Ala

Ser

25

Pro

Thr

Asp

530709_1
Gly Arg Gly

Thr Arg Tyr
60
Lys Ser Ile
75
Asp Thr Ala
90

Gly Met Ala

ser

Glu val Lys
10

Gly Gly Thr

Gly GIn Gly

Ala Asn Tyr Ala

60

Glu Ser Thr Ser
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l.eu

45

Ser

Ser

Met

Leu

Lys

Phe

Leu
45

Glu

Pro

Thr

Tyr

Gly
110

Pro
Ser
30

Glu

Glin

Thr

Trp Met

Ser Phe

Ala Tyr

80

Tyr
95

Cys

Asp Trp

Gly Ser
15

Ser Tyr
Trp Met

Lys Phe

Ala Tyr



65

70

530709_1
75

80

Met Glu Leu Ser Ser Leu Arg Ser Glu ggp Thr Ala val Tyr Tyr Cys
95

85

Ala Arg Gly Leu Pro PFo Lys Pro Tyr Tyr Asp Phe Trp Ser Gly Tyr
100 105 110

Trp Gly Tyr Tyr Tyr
115

val Thr val Ser Ser
130

<210> 243

<211> 120

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> HCDR1

<220>

<221> MISC_FEATURE

<222> (51)..(57)

<223> HCDRZ

<220>

<221> MISC_FEATURE

<222> (96)..(109

<223> HCDR3

<400> 243

GIn val GIn Leu Gln

1 5

Thr Leu Ser teu Thr

20

Tyr Trp Ser Trp Ile
35

Gly Glu Ile Asn His

50

Ser Arg val Thr Ile

65

Lys Leu Ser Ser ¥?1

Tyr Gly Met Asp val Trp Gly Gln Gly Thr Thr
120 125

.211 heavy chain

Gin

Cys

Arg

Ser

Ser

70

Thr

Trp

Ala

Glin

Gly

55

val

Ala

Gly

val

Pro

40

Ser

ASp

Ala

Ala

Tyr

25

Pro

Thr

Thr

ASp

Gly Leu Leu

10

Gly Gly ser

Gly Lys Gly

Asn Tyr Asn

60

Ser Lys
75

Asn

Thr Ala val
90
pPage 203

LyS

Phe

Leu

45

Pro

Gln

Tyr

Pro

Ser

30

Glu

Ser

phe

TYr

Ser

15

Gly

Trp

Leu

sSer

Cys
95

Glu

Tyr

Ile

Lys

Leu

80

Ala



530709..1

Arg Gly Pro ser Gly Trp Tyr Ile Arg Glu Phe Asp Tyr Trp Gly GlIn
100 110

Gly Thr Leu val Thr val Ser Ser

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Gln val
1

Thr Leu
ser Ala
Trp Leu

50

Leu Ser
65
Gin phe

Tyr Tyr

Gln Gly

115

244
121
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(35)
HCDR1

MISC_FEATURE
(53)..(61)
HCDR2

MISC_FEATURE
(1007 . . (110)
HCDR3

244

Gin Leu Gln

Ser Leu Thr
20

Ala Trp Asn
35

Gly Arg Thr

val Lys Ser

Ser Leu His
85

Cys Ala Arg
100

Thr Leu val
115

120

105

.212 heavy chain

Gln

Cys

Trp

Tyr

Arg

70

Leu

Glu

Thr

Ser

Ala

Ile

Tyr

55

Ile

Asn

Gly

val

Gly

Ile

Arg

40

Arg

Thr

Ser

Trp

ser
120

Pro

Ser

25

Gln

Ser

Ile

val

Leu

105

ser

Gly

10

Gly

Ser

Lys

Asn

Thr
90

Gly

Leu

ASp

Pro

Trp

Pro

75

Pro

TYPR

val

Ser

Ser

Tyr

60

ASp

Glu

Phe
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Lys

val

Arg

45

Thr

Thr

Asp

ASp

Pro
ser
30

Gly
Asp
ser

Thr

Phe
110

ser

15

Ser

Leu

Tyr

Lys

Ala

95

Trp

Gln

Asnh

Glu

Ala

Asn

80

val

Gly



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

<220>
<221>
<223>

<220>
<221>
<222>

<223>

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

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

<400>

245

117

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)

‘HCDR1

MISC_FEATURE

(51)..(58)
HCDR?2

MISC_FEATURE
(97>..(106)
HCDR3

245

GIn val GIn Leu val
1 5

Ser

Trp

Gly

Gin

65

Leu

Ala

val

Leu

Ile

Ile

50

Gly

GIn

Arg

Thr

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

<220>
<221>

Lys Ile Ser
20

Gly Trp val
35

Ile Tyr Pro
Gln val Thr

Trp Ser Ser
85

Gly Gly phe

val Ser Ser
115

246
116
PRT
Homo sapiens

MISC_FEATURE

.213 heavy chain

Gln

Cys

Arg

Gly
Ile
70

Leu

Asn

Ser

Lys

GIn

Asp

55

Ser

Glin

Trp

Gly

Gly

Met

40

Ser

Ala

Thr

Phe

Ala

Ser

25

Pro

ASp

ASp

Thr

530709._1

Glu

10

Gly

Gly

Ile

Thr

Asp

90

Pro

val

Phe

Lys

Arg

ser

75

Thr

Trp

Lys

Ser

Gly

Tyf‘

60

Ile

Ala

Gly
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Lys

Phe

Leuy

45

Ser

Ser

Thr

Gin

Pro

Pro

30

Glu

Pro

Thr

Tyr

Gly
110

Gly

15

Ser

L.eu

Ser

val

Tyr

95

Thr

Glu

TYnr

val

Phe

TYr

80

Cys

Leu



<223>

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

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

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

<400>
GIn val
1

Ser Leu

Trp Ile

e
50

Gly

GIn
65

Leu Gln

Ala Arg

Thr val

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

<220>
<221>
<223>

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

<220>
<221>

v Gln

Clone XPA.15.214 heavy chain

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(105)
HCDR3

246
Gin Leu val

Ile
20

Lys Ser

Gly val

35

Trp

Ile Tyr Pro

val Thr

Ser
85

Trp ser

Glu
100

His Leu

ser Ser

115

247
122
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE

Gln
‘Cys
Arg
Gly
Ile
70

Leu

Gly

Ser

Lys

Glin

Asp

55

Ser

Lys

Ile

Gly

Gly

Met

40

Ser

Ala

Ala

Asp

Ala

Ser

25

Pro

Asp

Asp

Ser

TYr
105

.215 heavy chain

530709_1

Glu val

Lys
10

Gly Tyr Ser

Gly Lys Gly

Thr Arg Tyr

60

sSer Ile

75

Lys

Asp Thr Ala

90

Trp Gly Gln
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Lys

phe

Leu

45

Ser

Ser

MetT

Gly

Pro

Thr

30

Glu

Pro

Thr

Tyr

Thr
110

Gly
15

Ser
Trp
Ser
Ala
Tyr
95

l.eu

Glu

Tyr

Met

phe

TYyr

80

Cys

val



<222>
<223>

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

Ser val

Ala Ile

Gly
50

Gln
65

Gly

Met Glu

Ala Arg

Gly Gln

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

<220>
<221>
<223>

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

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

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

<400>

Gly

(51)..(58)
HCDR2

MISC_FEATURE
97).. (111D
HCDR3

247
Gln Leu val

val
20

Lys ser

Ser val

35

Trp

Ile Ile Pro

Arg val Thr

Leu Ser Arg

85

Ala
100

Asp ser

Gly Thr

115

Leu

248
128
PRT

Homo sapiens

MISC_FEATURE
Clone XPA,15

MISC._.FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
GL..68
HCDR2

MISC_FEATURE
97)..(117)
HCDR3

248

Gln Ser Gly

Cys Lys Ala

Ala
40

Arg Gin

Phe
55

ITe Gly

ITe Thr Ala

70

Leu Arg Ser

Tyr Gly Gly

val
120

val Thr

Ala

Ser

25

Pro

Thr

ASp

Asp

Asn

105

Ser

.216 heavy chain

530709_1

Glu val

10

Lys

Gly Gly Thr

Gly GIn Gly

Ala Asn Tyr

60

Ser Thr

75

Lys

Asp Thr Ala

90

Ser Glu Gly

Ser
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Lys

Phe

Leu

45

Ala

Ser

val

pPhe

Pro

Ser

30

Glu

Gin

Thr

Tyr

Gly

15

Ser

Trp

Lys

Ala

Tyr

95

Tyr

Ser

Tyr

Met

phe

Tyr

Cys

Trp



530709..1

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

Ser val Lys gg? ser Cys Lys Ala ger Gly Gly Thr phe ger Ser Tyr -
5 0

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

Gly Gly Ile Ite Pro Ile Phe Gly Thr Ala Asn Tyr Ala GlIn Lys Phe
50 55 60

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

Met Glu Leu Ser ggr Leu Arg Ser Glu Sgp Thr Ala val Tyr Tyr Cys
’ 95

Ala Arg Ala Ser Gly Asp Tyr Asp Phe Trp ser Gly Tyr Tyr Gly Ala
100 105 110

Glu Tyr Phe GIn His Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
115 120 125

<210> 249
<211> 131
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.217 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(62)
<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (101)..(120)

<223> HCDR3

<400> 249

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

Ser val Lys val Ser Cys Lys Ala Ser Gly Gly Ser Phe Asn Ser Tyr
20 25 30
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530709_1
Thr phe ser Trp val Arg Gin ﬁga Pro Gly GIn Gly Leu Glu Trp Met
35 45

Gly Trp I1e Ser Ala Tyr Asn Gly Gly Thr Asn Tyr Phe Ala Asn Tyr

50 55 60
Ala Leu Lys Phe GIn Gly Arg val Thr Met Thr Thr Asp Thr Ser Thr
65 70 75 80
Gly Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala
85 - 90 95
val Tyr Tyr Cys Ala Arg val Arg Asp Ser Trp Ser His Glu Asp Tyr
100 105 110
Ser Tyr Tyr Tyr Tyr Met Asp val Trp Gly Lys Gly Thr Thr val Thr
115 120 125
val ser Ser
130
<210> 250
<211> 129
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE ]
<223> Clone XPA.15.218 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..033)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDRZ

<220>

<221> MISC_FEATURE
<222> (97)..(118)
<223> HCDR3

<400> 250
G1n val GIn Leu val Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Egu Ser Cys Ala Ala Ser Gly phe Thr Phe Ser Ser Tyr
25 30

Ala Met ser Trp val Arg Gln Ala Pro Gly Lys Gly teu Glu Trp val
35 40 45

Ser Ala Ile Ser Gly Ser Gly Gly ser Thr Tyr Tyr Ala Asp Ser val
pPage 209



50
Lys Gly Arg phe Thr
65
Leu GIn Met Asn Ser
Ala Arg Glu Arg val
100

Tyr Pro Leu Asp Asp
115

ser

<210> 251

<211> 118

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> HCDRL

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(107)

<223> HCDR3

<400> 251

Glu val GlIn Leu val

1 5

Ser Leu Arg Leu Ser

20

Gly Met Ser Trp val
35

Ser Gly Ile Asn Trp

50
Lys Gly Arg Phe Thr
65

70

55

530709_1
60

Ile Ser Arg Asp Asn ;gr Lys Ash Ser Leu g%r

Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
90 95

Phe Pro Asp Tyr Tyr Asp Ser Ile Ala Ser Asn
105 1

ITe Trp GE% Gln Gly Thr Mmet val Thr val ser
1

.219 heavy chain

Glu

Cys

Arg

Asn

Ile
70

Thr

Ala

Gln

Gly

55

Ser

Gly Gly Gly val val
10

Ala ser
25

Gly phe Thr

Ala Pro

Gly Lys Gly
40

Gly ser Thr Gly Tyr
60

Arg Asp Asn Ala Lys
75

Page 210

125

Arg Pro Gly
15
Phe Gly Asp
30
Leu Glu Trp
45
Ala Asp Ser

Asn Ser Leu

Gly

Tyr

val

val

Tyr
80



Leu GIn Met Asn ggr

Ala Arg Asp Ile Leu
100

Leu val Thr val Ser
115

<210> 252
<211> 119
<212> PRT
<213> Homo sapiens

<220> )
<221> MISC_FEATURE

<223> Clone XpPA.15.

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222> (97)..(108)
<223> HCDR3

<400> 252
Glu val GIn Leu val
1 5

Ser Leu Lys Ile Ser
20

Trp Ile ggy Trp val

Gly Ile Ile Tyr Pro
50

Gin Gly GIn val Thr
65

Leu GIn Trp Ser ggr

Ala Arg Lteu Gly Ser

530709.1

Leu Arg Ala Glu gsp Thr Ala Leu Tyr Tyr Cys
95

Gly val Glu Phe Asp Tyr Trp Gly GIn Gly Thr
105 110

Ser

220 heavy chain

GIn ser Gly Ala Glu val Lys Lys Pro E;y Glu

Cys Lys Gly Sgr Gly Tyr Ser Phe Thr Ser Tyr
30

Arg GIn Met Pro Gly Lys Gly Leu Glu Trp Met
40 45

Gly Asp Ser Asp Thr Arg ggr Ser Pro Ser Phe
55

Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr
70 75 80

Leu Lys Ala Ser ggp Thr Ala Met Tyr ggr Cys

Gly Ser Tyr Ser pPhe Asp Tyr Trp Gly GIn Gly
105 110
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Thr Leu val Thr val ser Ser

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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>
Glu val
i

Ser Leu

Ala Met

Ser ser
50

Arg Gly
65

Leu GIn

val Lys

GIn Gly

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

115

253
121
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
HCDR1

MISC_FEATURE
GD..6G8)
HCDR2

MISC_FEATURE
(97)..(110)
HCDR3

253

GIn Leu val

Arg Leu Ser
20

His Trp val
35
Ile Ser Trp

Arg rhe Thr

Met Asn Ser

85

Gly Asp Thr

Thr Thr val
115

254

119

PRT )
Homo sapiens

.221 heavy chain

Gliu

cys

Arg

Asn

Ile

70

Leu

Thr

Thr

Ser

Ala

GIn

Ser

55

ser

Arg

Met

val

Gly

Ala

Ala

40

Ala

Arg

Ala

Ile

ser
120

Gly

ser

25

Pro

Asn

ASp

Asp

Tyr

105

Ser

530709_1

Gly
10

Gly
Gly
Ile
AsSn
Asp
90

Tyr

val

Phe

Lys

val

Ala

75

Met

Ala

val

Thr

Gly

Tyr

60

Lys

Ala

Met

Page 212

Gln

Phe

Leu

45

Ala

Asn

Leu

Ala

Pro

ASp

30

Glu

ASp

ser

Tyr

val
110

Gly

15

Asp

Trp

Ser

Leu

Tyr

95

Trp

Met

Tyr

val

val

Cys

Gly



<220>
<221>
<223>

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

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

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

<4Q0>

Glu val
1

ser Leu

Trp Ile

Ile
50

Gln

Gl
65 Y

Leu Gin

Ala Arg

Thr Thr

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

<220>
<221>
<223>

<220>
<221>
<222>

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(55)
HCDR2

MISC_FEATURE
(97)..(108)
HCDR3

254
GlIn

Lteu val

Ite
20

Lys ser

Gly val

35

Trp

Ile Tyr Pro

GIn val Thr

Trp Ser Ser

85

Leu Gly Arg

val Thr val

115

255
117
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC._FEATURE
(26)..(33)

222

Glin

Cys

ATg

Gly

Ile

70

Leu

Gly

ser

223

heavy chain

Ser Gly Ala

Ser
25

Lys Gly

Gin Met

40

Pro

Asp Ser

55

ASp

Ser Ala Asp

Lys Ala ser

Tyr

Tyr

Ser

heavy chain

530709..1

Glu

10

Gly

Gly

Thr

Lys

Asp

90

Met

val

Tyr

Lys

Arg

ser

75

Thr

ASp

Lys

Ser

Gly

Ala

val
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Lys

Phe

Leu

45

Ser

Ser

Met

Trp

Pro

Thr

30

Glu

Pro

ITe

Tyr

Gly
110

Gly

15

Ser

Trp

Ser

Ala

Tyr

95

Gln

Glu

Tyr

Met

Phe

Tyr

80

cys

Gly



<223>

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

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

<400>

GlIn Met
1

Ser Leu
Trp Ile

Gly Ile
50

Gin Gly
65

Leu Gln
Ala Arg
val Thr

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

<220>
<221>
<223>

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

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

<220>
<221>

HCDR1

MISC_FEATURE

(51)..(58)
HCDR2
MISC_FEATURE

(97)..(106)
HCDR3

255

Gin Leu val

Lys Ile Ser
20

Gly Trp val
35

Ile Tyr Pro
Gin val Thr

Trp Ser Ser
85

Trp Gly Pro

val Ser Ser
115

256
128
PRT
Homo sapieéns

MISC_FEATURE
Clone XPA.15

MISC._FEATURE

(26" .(33)
HCDR1
MISC_FEATURE

(51)..(58)
HCDR2
MISC_FEATURE

Glin

Cys

Arg

Gly

Ile

70

Leu

ASp

Ser

Lys

Gin

‘Asp

55

ser

Lys

Ala

Gly

Gly

Met

40

Ser

Ala

Ala

Phe

Ala

Ser

25

Pro

Asp

AsSp

Ser

.224 heavy chain

530709_.1

Glu

10

Gly

Gly

Thr

Lys

Asp

90

Ile

val

Tyr

Lys

Arg

Ser

75

Thr

Trp

Lys

Ser

Gly

60

Ile

Ala

Gly
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Lys

Phe

Leu

45

Ser

Ser

Met

Gln

Pro

Thr

30

Glu

Pro

Thr

Tyr

Gly

Gly
15

Ser
Trp
Ser
Ala
Tyr
95

Thr

Glu

Tyr

Met

Phe

Tyr

80

cys

Met



1

<222> (97)..0117)

<223> HCDR3

<400> 256

Glu val Gin Leu val

1 5

Ser Leu Arg Leu Ser

20

Tyr Met Ser Trp Ile
35

ser Ala Ile Ser Gly

50

Lys Gly Arg Phe Thr

65

Leu GIn Met Asn Ser

85
Ala Lys Asp Asp Tyr
100

Tyr Gly Met Asp val
115

<210> 257

<211> 121

<212> PRT )

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> HCDR1

<220>

<221> MISC_FEATURE

. <222> (3L)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(110)

<223> HCDR3

<400> 257

Glu

Cys

Arg

ser

Ile

70

Leu

Asp

Trp

.225

Ser

Ala

Glin

Gly

55

Ser

Arg

rhe

Gly

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Glin
120

Gly

Ser

25

Pro

Ser

ASp

Glu

Ser

105

Gly

heavy chain

5307091

Ser

10

Gly

Gly

Thr

Asn

ASp

90

Gly

Thr

10

val

Phe

Lys

Tyr

Ser

75

Thr

Tyr

Thr

val

Thr

Gly

Tyr

60

Glu

Ala

Tyr

val

pPage 215

Gln

Phe

Leu

45

Ala

Asn

val

Asp

Thr
125

Pro

Ser

30

Glu

ASp

Thr

Tyr

Pro

110

vall

Gly

15

ASp

Trp

Ser

Leu

Tyr

Ser

Gly

Tyr

val

val

Tyr

80

Cys

Tyr

Ser

Glu val Gln Leu Leu Glu Ser Gly Gly Gly Leu val GIn Pro g;y Met
5



530709_1
Ser Leu Arg ESu ser Cys Ala Ala ger Gly Phe Thr phe égp AsSp Tyr
5

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

Ser Ser Ile Ser Trp Asn ggr Ala Asn ITe val E%r Ala Asp Sser val
50

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

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

val Lys Gly Asp Thr Thr Met Ile Tyr Tyr Ala Met Ala val Trp Gly
100 105 110

GIn Gly Thr Thr val Thr val Ser Ser

115 120
<210> 258
<211> 119
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.226 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCPR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222> (97)..(108)
<223> HCDR3

<400> 258

Glu val GIn teu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Glu
1 © 5 10 15
Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Ser Tyr
20 25 30
Trp Ile Gly Trp val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met
35 40 45

Gly ITe Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro Ser Phe
Page 216



50
Gln Gly G1ln val Thr
65
Leu GIn Trp Ser Ser
85
Ala Arg Leu Gly Ser
100
Thr Leu val Thr val
115
<210> 259
<211> 116
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15.
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2
<220>
<221> MISC_FEATURE
<222> (97)..(105)
<223> HCDR3
<400> 259
Glu val GIn Leu val
1 5
Ser Leu Lys Ile Ser
20
Trp Ile Gly Trp val
35
Gly Ile Ile Tyr Pro
50
Gln Gly GIn val Thr
65
Leu GIn Trp Ser Ser
85

Ile
70
Leu

Gly

Ser

227

Gin

Cys

Arg

Gly

Ile

70

Leu

55

Ser Ala Asp Lys Ser Ile Ser Thr Ser Tyr
75

530709_1
60

80

Arg Ala Ser Asp Thr Ala Met Tyr Tyr Cys
95

90

Trp Tyr Gly Asn Asp Tyr Trp Gly Gin Gly
105 110

Ser

heavy chain

Sser Gly Ala

ser
25

Lys Gly

Gln Met

40

Pro

Asp Ser

55

ASp

Ser Ala Asp

Lys Ala Ser

Glu val

10

Lys

Gly Tyr Ser

Gly Lys Gly

Thr Arg Tyr

60

Ser Ile

75

Lys

Asp Thr Ala
90

Page 217

Lys

Phe

Leu

45

Ser

Ser

Met

Pro

Thr

30

Glu

Pro

Thr

Tyr

Gly

15

Ser

Trp

Ser

Ala

Tyr
95

Glu

Tyr

Met

Phe

Tyr

80

Cys



530709_1

Ala Arg Trp Asp Ala Gly Tyr Ser Pro Trp Gly Gln Gly Thr Leu val
100 105

Thr val

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>
GIn Met
1

Ser Leu
Trp Ile
Gly Ile

50

GIn Gly
65 -
Leu Gin

Gly Arg

mMet val

Ser Ser
115

260

118

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97) .. (107)
HCDR3

260

Gin Leu val

Lys Ile Ser
20

Gly Trp val
35

Ile Tyr Pro

GIn val Thr

Trp Ser Ser
85

Ile Ser Thr
100

Thr val Ser
115

.228 heavy chain

GIn

cys

Arg

Gly

Ile

70

Leu

Pro

Ser

Ser

Lys

Glin

Asp

55

Ser

Lys

Tyr

Gly

Gly

Met

40

Ser

Ala

val

Ala

Ala

Ser

25

Pro

Asp

Asp

Ser

Phe
105

Glu
10

Gly
Gly
Thr
Lys
Asp
S0

ASp

val

Tyr

Lys

Arg

ser

75

Thr

Ile

Lys

Ser

Gly

Tyr

60

Ile

Ala

Trp
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Lys

Phe

Leu

45

Ser

Ser

Met

Gly

110

Pro

Thr

30

Glu

Pro

Thr

Tyr

GlIn
110

Gly

15

Gly

Trp

Ser

Ala

Tyr

Gly

Glu

Tyr

Met

Phe

Cys

Thr



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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Gin val
1

Thr Leu
Ash Trp
Ile Gly

50

Lys Ser
Leu Lys
Ala Arg

Thr Leu

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

<220>
<221>

261
119
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..034)
HCDR1

MISC_FEATURE
(52)..(58)
HCDR2

MISC_FEATURE
(97)..(108)
HCDR3

261

Gin Leu Gin

Ser Leu Thr
20

Trp Ser Trp
35

Glu 1Te Tyr
Arg val Thr

Leu Ser Ser
85

val Gly Ala

val Thr val
115

262
116
PRT
Homo sapiens

MISC_FEATURE

.229 heavy chain

Glu Ser

Cys Ala

val Arg

His Ser

55

ITe ser
70
val Thr

Ala Ala

Ser Ser

Gly

val

GIn

40

Gly

val

Ala

Ala

Pro

Ser

25

Pro

Ser

ASD

Ala

530709_1

Gly
10

Gly
Pro
Thr
Lys
ASpP
90

Phe

Leu

Gly

Gly

Asn

Ser

75

Thr

Asp

val

Ser

Lys

Tyr

60

Lys

Ala

Pro
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Lys

Ile

Gly

45

ASn

Asn

val

Trp

Pro

Ser

30

Leu

Pro

GlIn

Tyr

Gly

Ser

15

ser

Glu

Ser

Phe

Tyr

95

Gin

110 -

Gly

Ser

Trp

Leu

Ser

80

cys

Gly



<223>

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

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

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

<400>

Glu val Gin Leu

1

Ser

Trp

Gly

Gln

65

Leu

Ala

Thr

Leu

Ile

Ile
50

Gly.

Gin

Arg

val

<210>
<211>

<212>

<213>

<220>
<221>
<223>

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

<220>
<221>

Clone XPA.15.230 heavy chain

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(105)
HCDR3

262

val

Ile
20

Lys ser

Gly val

35

Trp

Ile Tyr Pro

Gin val Thr

Trp Ser

85

Ser

Trp Ala

Ser
115

263
119

PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE

GIn Ser Gly

Cys Lys Gly

Arg Gin Met

40

Gly Asp Ser

55

Ile Ala

70

Ser

Leu Lys Ala

Gly Tyr Ser

Ala

Ser

25

Pro

Asp

ASp

Ser

Pro
105

.231 heavy chain

530709.1

Glu val

10

LyS

Gly Tyr Ser

Gly Lys Gly

Thr Arg Tyr

60

Ser Ile

75

Lys

Asp Thr Ala

90

Trp Gly Gln

Page 220

Lys

Phe

Leu

45

Ser

Ser

Met

Gly

Pro

Thr

30

Glu

Pro

Thr

Tyr

Thr
110

Gly

15

Ser

Trp

Ser

Ala

Tyr

Leu

Glu

Tyr

Met

Phe

Tyr

80

cys

val



<222>
<223>

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

<400>
Gln Met
1

ser Leu

ITe

Trp

Ile
50

Gly

G1ln
65

Gly

Leu GlIn

Ala Arg

Thr Leu

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

<220
<221>
<223>

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

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

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

<400>

(51)..(58)
HCDR2

MISC_FEATURE
(97)~ . (108)
HCDR3

263
Gin Leu §a1

Ile
20

Lys Ser

Gly
35

Trp val

ITe Tyr Pro

GIn val Thr

Trp Ser Ser

85

val

Gly Ala

100

val Thr

115

val

264
118
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE

(51)..(58)
HCDR2

MISC_FEATURE
97)..107
HCDR3

264

GIn

Cys

Arg

Gly-

Ile

70

Leu

Ser

ser

232

ser Gly Ala

ser
25

Lys Gly

Gln Met

40

Pro

ASp “Ser

55

Asp

Ser Ala Asp

Lys Ala ser

Thr
105

Gly Trp

Ser

heavy chain

530709_1

Glu

10

Gly

Gly

Thr

Arg

Asp

90

phe

val

Tyr

Lys

Arg

Ser

75

Thr

Asp

Lys

Ser

Gly

Tyr

60

Ile

Ala

Tyr
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Lys

Phe

Leu

45

Ser

Ser

Met

Trp

Pro

Ser

30

Glu

Pro

Thr

Tyr

Gly

Gly

15

ser

Trp

Ser

Ala

TYyr

95

Gln

Glu

Ser

Met

Phe

TYyr

80

Cys

Gly



530709_1

Glu val GIn Leu val Glu Thr Gly Gly Gly val val GIn Pro Ggy Arg
A 10 1

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Phe Ser-Ser Tyr
20 ’ 25 30

Asp Met Tyr Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp val

Ala ggi Ile Ser Tyr Asp ggy Asn Asp Lys GlIn E%r Ala Asp ser val

Lys Gly Arg PHe Thr ITe Ser Arg Asp Asn Ser Lys Arg Thr Leu Tyr
65 70 75 80

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

Thr Arg Glu Gly Asn Gly Arg Glu Ile Asp Tyr Trp Gly. Pro Gly Thr
100 105 110

Leu val Thr val ser ser
115

<210> 265
<211> 120
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone %PA.15.233 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDRL

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(109)

<223> HCDR3

<400> 265

GIn val Gin teu val Gln ser Gly Ala Glu val Arg Arg Pro Gly Ala
1 5 10 15

Ser val Lys val Ser Cys Glu Ala Ser Gly Tyr Thr Phe His Ser Tyr
20 25 30

Page 222



Asp Ile Asn Trp val
35

Gly Trp Met Asn Pro

50

Gln Gly Arg val Thr

65 .. .

Met Glu Leu Ser Ser

85
Ala Arg val Asn Trp
100

Gly Thr Leu val Thr
115

<210> 266

<211> 117

<212> PRT )

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.

<220>

<221> MISC_FEATURE

<222> (26)..(34)

<223> HCDR1

<220>

<221> MISC_FEATURE

<222> (52)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(106)

<223> HCDR3

<400> 266

GIn val GIn Leu Gln
1 5

Thr teu Ser Leu Thr
20
Asn Trp ;gp Ser Trp

ITe Gly Glu Ile Tyr
50

Lys Ser Arg val Thr

Arg

Asn

Met

70

Leu

Asn

val

234

Glu

cys

val

His

Ite

GlIn

Ser

55

Thr

Arg

Tyr

Ser

530709.1
Ala Thr Gly GIn Gly Leu
40 45

Gly Asn Thr Asp Ege Ala

Thr Ser Ile Asn

Arg
' 75

Asn.

Ser Asp Asp fhr Ala val
90

Gly

Thr Ser Asp Ser

ser
120

heavy chain

ser

Ala

Arg

Ser

55

Ser

Gly Pro Gly Leu val

Lys
10

val ggr Gly Gly ser Ile

Gln Pro Pro Gly Lys
40 45

Ser Thr Asn Tyr
60

Gly Ash

val Asp Lys Ser Lys

Page 223

Asn

Glu

Gln

Thr

Tyr

Trp
110

Pro

ser

30

Leu

Pro

Gin

Trp val
Lys Phe
Ala Tyr

80
TYyr Cys
95

Gly Gin

Ser Gly
15

Ser Ser
Glu Trp

Ser Leu

Phe ser



65

Leu LyS

Ala Arg

val Thr

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

<220>
<221>
<223>

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

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

Ser Leu

Ala Met

Ala val
50

Lys Gly
65

Leu GIn

Ala Arg

70

530709_1

75

80

Leu Ser Ser val Thr Ala Ala Asp Thr Ala val Tyr gyr Cys
5

85

val Gly val Ala Ala Phe Asp Ty
: 105

100

val Ser Ser
115

267
119
PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE

(97)..(108)
HCDR3

267

GlIn Leu ga1

Arg lLeu Ser
20

His Trp val

Ile Ser Tyr

Arg Phe Thr

Met Asn Ser

85

Glu Glu Ala
100

.235 heavy chain

Glu

Cys

Arg

ASp

Ile

70

Leu

Tyr

Ser

Ala

Gln

Gly

55

Ser

Arg

Gly

Gly

Ala

Ala

40

Ser

Arg

Ala

Asp

Gly

Ser

25

Pro

Ash

ASp

Glu

Ala
105

90

Gly

10

Gly

Gly

Lys

Asn

ASp
90

val

Phe

Lys

Tyr

Ser

75

Thr

val

Thr

Gly

TYyr

60

Lys

Ala

Phe Asp Ile
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Gin

Phe

Leu

45

Ala

Asn

val

Trp

Pro

Ser

30

Glu

Asp

Thr

Tyr

Gly
110

Gly
15

Ser
Trp
Ser
L.eu
Tyr
95

Glin

r Trp Gly GlIn Gly Thr Leu
: 110

Arg

Tyr

val

val

Cys

80

Cys

Gly



Thr mMet val Thr val Ser Ser

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

<220>
<221>
<223>

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

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223» .
<400>
GIn Met
1

Ser Leu

Trp Ile

Gly Ile
50

GIn Gly
65

Leu Gin

Ala Arg

val Thr

<210>
<211>
<212>

115

268

117

PRT _
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(160)
HCDR3

268

GIn Leu val

Lys Ile Ser
20

Gly Trp val
35

Ile Tyr Pro

GIn val Thr

Trp Ser Ser
85

Trp Gly Pro

val ser Sser
115

269
121
PRT

.236 heavy chain

Gln

Cys

Arg

Gly

Ile

70

Leu

Asp

Ser

Lys

GlIn

Asp

55

Ser

Lys

Ala

Gly

Gly

Met

40

Ser

Ala

Ala

Phe

Ala

Ser

25

Pro

ASp

Asp

Ser

530709_1

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Ile

val

Tyr

Lys

Arg

Ser

75

Thr

Trp

Lys

Ser

Gly

Tyr

60

Ile

Ala

Gly

page 225

Lys

Phe

Leu

45

Ser

Ser

Met

Gin

Pro

Thr

30

Glu

Pro

Thr

Tyr

Gly

15

ser

Trp

Ser

Ala

Tyr

95

Thr

Glu

Tyr

Met

Phe

Tyr

80

Cys

Met



<213>

<220>
<221>
<223>

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

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

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

<400>

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
97)..(110)
HCDR3

269

Glu val GIn Leu val
1 ' 5

Ser tLeu

Ala Met

Ser Ser
50

Arg Leu Ser
20

His Trp val
35

Ile Ser Trp

Lys Gly Arg Phe Thr

Lteu G1n

Ala Lys

GIn Gly

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

<220>
<221>
<223>

<220>
<221>

Met Asn Ser
85

Gly Ala ser
100

Thr Thr val
115

270
119
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

.237 heavy chain

Glu Thr

Cys Ala

Arg Gln

Asn Gly

55

ITe Ser
70
Leu Ser

Tyr Asp

Thr val

Gly

Ala

Gly

40

Gly

Arg

Ala

Ser

Ser
120

Gly

Ser

25

Pro

Phe

ASp

Glu

Tyr

105

Ser

.238 heavy chain

530709_1

Gly
10

Gly
Gly
Ile
Asn
Asp
90

Ala

val

Phe

LyS

Gly

Ala

75

Thr

Ala

val

Thr

Gly

Tyr

60

Lys

Ala

Met

Page 226

Arg

Phe

Leu

45

Ala

Asn

Leu

Asp

Pro

Glu

30

Glu

ASp

Ser

Tyr

val
110

Gly

15

ASpP

Trp

Ser

Leu

Arg

Tyr

val

val

Tyr

80

Cys

Gly



<222> (26)..(33)

<223> HCDR1

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(108)

<223> HCDR3

<400> 270

Glu val GIn Leu val

1 5

Ser Leu Arg Leu Ser

20

Ala Met Ser Trp val
35

Ser Ala Ile Ser Gly

50

Lys Gly Arg pPhe Thr

65

Leu G1n Met Asn Ser

85
Ala Lys Asp Pro Arg
100

Thr Met val Thr val
115

<210> 271

<211> 125

<212> PRT )

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223>

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

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

<220>

Clone XPA.15

MISC_FEATURE
(26)..(33)
HCPR1

MISC_FEATURE
(51)..(57)
HCDR2

Glu

cys

Arg

Ser

ile

70

Leu

val

ser

.239

Ser Gly Gly

Ala Ala ser

25

Ala
40

GIn Pro

GTy Ser

55

Gly

ser Arg Asp

Arg Ala Glu

His

val

Ser

heavy chain

530709_1

Gly

10

Gly

Gly

Thr

Asn

Asp

90

Phe

val

Phe

Lys

Tyr

Ser

75

Thr

ASp

val

Thr

Gly

Tyr

60

Lys

Ala

Ile

page 227

Glin

pPhe

Leu

45

Ala

Asn

val

Trp

Pro

Ser

30

Glu

ASp

Thr

Tyr

Gly
110

Gly
15

ser
Trp
Ser
Ley
Tyr
95

Gln

Gly

Tyr

val

val

Tyr

80

Cys

Gly



<221>
<222>
<223>

<400>

GIn Leu

1

Thr Leu

Tyr Trp

Gly Asn
50

Ser Arg
65

Lys Leu
Arg- Asp
Asp Ile

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

<220>
<221>
<223>

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

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

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

<400>

1

MISC_FEATURE
(96)..(114)
HCDR3

271

GlIn Leuﬁgin

Ser Leu Thr
20

Ser Trp val
35

ITe Tyr Tyr

val Thr Ile

ser ser val
85

Ser Phe Tyr
100

Trp Gly Gln
115

272
125
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE

(51)..(57)
HCDR2

MISC_FEATURE
(96)..(114)
HCDR3

272

Glu

Cys

Arg

Ser

Ser

70

Thr

Phe

Gly

sSer

Thr

GlIn

Gly

55

val

Thr

Glu

Thr

Gly
val
Ala
40

Lys

Asp

Ala

Ser

Met
120

Pro

Ser

25

Pro

Thr

Thr

Asp

530709.1

Gly

10

Gly

Gly

Asn

Ser

Thr

© 90

Ser
105

val

.240 heavy chain

Arg-

Thr

Leu

Gly

Lys

Tyr

Lys

75

Ala

Ser

val

val

Ser

Gly

Asn

60

Asn

val

Trp

Ser

pPage 228

LysS

Phe

Leu

45

Pro

Gln

Tyr

Ash

Ser
125

Pro

ser

30

Glu

Ser

Phe

Tyr

Asp
110

Ser

15

Thr

Trp

Leu

Ser

Cys

l.eu

15

Glu

Tyr

Ile

Glu

Leu

80

Ala

Phe

Gln Leu GIn Leu g1n Glu Ser Gly Pro géy Leu val Lys Pro Ser Glu



530709_1

Thr Leu Ser Leu Thr Cys Thr val ggr Gly Gly Ser Phe ggr Thr Tyr
20

Tyr Trp Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45

Gly Asn Ile Tyr Tyr Ser ggy Lys Thr Asn Tyr ggn Pro Ser Leu Gly
50

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

Lys Leu Ser Ser val Thr Ala Ala Asp ggr Ala val Tyr Tyr ggs Ala
85 '

Arg Asp Ser Phe Tyr Phe Glu Ser Ser Arg Ser Trp Asn Asp Leu Phe
100 105 110

asp 1Te Trp Gly Gln GTy Thr Met val Thr val Ser Ser
115 120 ’ 125

<210> 273
<211> 118
<212> PRT
<213> Homo sapiens

<220>
<221> MISC_FEATURE .
<223> Clone XPA.15.241 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDRL

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222> (97)..0107)
<223> HCDR3

<400> 273
Glu val GIn Leu val Glu ser Gly Gly Gly val val Gln Pro Gly Gly
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 Gin ﬁga Pro Gly Lys Gly zgu Glu Trp val
35

Page 229



ser Leu
50

Lys Gly Arg
65

Leu Gin

Ala Lys

Leu val

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

<220>
<221>
<223>

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

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

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

<400>
GIn Leu
1

Thr Leu

Tyr Trp

Asn
50

ser
65

Arg

Lys Leu

Ile ser Trp

Phe Thr

Met ser

85

Asn
Ala

Gly

Thr
115

Ser

274
125
PRT

Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC_FEATURE

(26)..(33)
HCDR

MISC._FEATURE
(51)..(57)
HCDR2

MISC_FEATURE
(96)..(114)
HCDR3

274

Gin Leu GIn

Ser Leu Thr

20

Ser Ile

35

Trp

ITe Tyr Tyr

val Thr Ile

Ser Ser val

ASp

Ile

70

Leu

val

Ser

242

Glu

Cys

Arg

Ser

ser

70

Thr

530709_1

ggy Gly Ser Thr Tyr g5r Ala Asp Ser val

Ser Arg Asp Asn Ser Lys Asn Ser Leu Tyr
75 80

Arg Ala Glu Asp Thr Ala Leu Tyr ggr cys

90

val Ile ITe Asp Tyr Trp Gly GIn Gly Thr

105

heavy chain

ser Gly Pro

Thr val ser

25

Ala
40

GIn Pro

Gly Thr

55

Lys

val Asp Thr

Ala Ala Asp

Gly Leu val

10

Gly Gly ser

Gly Lys

Asn
60

Asn Tyr

Ser Lys Asn

75

Thr Ala val
Page 230

Lys

Phe

Leu

45

Pro

Gln

Tyr

110

Ser
15

Pro

Ser Thr

30

Glu Trp

Ser Leu
rphe

Ser

Tyr Cys

Glu

Tyr

Ile

Glu

Leu

80

Ala



85

90

530709_1

95

Arg Asp Ser Phe Tyr Phe Glu Ser Ser Arg Ser Trp Asn Asp Leu Phe
100 105 110

Asp Ile Trp Gly G1n Gly Thr Met val Thr val Ser Ser
115

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

<220>
<221>
<223>

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

Ser Leu

Trp Met

Ala Asn

50

Lys Gly

Leu Gin

Ala Arg

Leu val

275
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(107)
HCDR3

275

Gin Leu val

Arg Leu Ser
20

Thr Trp val
35

ITe Asn Gin

Arg Phe Thr

Met Asn Ser
85

Gly Arg Gly

Thr val Ser
115

120

.243 heavy chain

Glu

Cys

Arg

Asp

Ile

70

Leu

Ala

Ser

Ser

Ala

Glin

Gly

55

Ser

Arg

Trp

Gly

Ala

Ala

40

Ser

Arg

Gly

Ala

Gly

Ser

25

Pro

Glu

Asp

Glu

Phe
105

Gly

10

Gly

Gly

Lys

Asn

Asp

90

Asp

val val

Phe Thr

Lys Gly

His Tyr

60

Ala Lys
75

Thr Ala

Tyr Trp

Page 231

125

Glin

Phe

Leu

45

val

Asn

val

Gly

Pro

Ser

30

Glu

Asp

Ser

Tyr

Gln
110

Gly
15

Ser
Trp
Ser
Leu
Tyr
95

Gly

Gly

Tyr

val

val

Tyr

80

Cys

Thr



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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Gin val
1
Ser Leu
Ser Met
Ser Ser
50
Lys Gly
Leu Gin
Ala Arg

Tyr Trp

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

<220>

276
124
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(113)
HCDR3

276

Gln Lteu vail

Arg Leu Ser
20

Asn Trp val
35

ITe Ser ser

Arg Phe Thr

Met Asn Ser
85

Asp Gln Gly
100

Gly GIn Gly

277

118

PRT )
Homo sapiens

.244 heavy chain

Gin

cys

Arg

ser

Ile

70

Leu

Gly

Thr

Ser

Ala

Gln

Ser

55

Ser

Arg

Glu

lLeu

Gly

Ala

Ala

40

Ser

Arg

Ala

Leu

val
120

Gly
ser
25

Pro
Tyr
Asp
Glu
Leu

105

Thr

5307091

Gly
10

Gly
Gly
Ile
Asn
ASp
90

Gly

val

Leu

Phe

Lys

Tyr

Ala

75

Thr

Phe

Ser

val

Thr

Gly

TYyr

60

Lys

Ala

Thr

Ser
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Glin

Phe

Leu

45

Ala

Asn

val

Gly

Pro

Ser

30

Glu

Asp

Ser

Tyr

Tyr
110

Gly

15

Ser

Trp

sSer

Leu

Tyr

Phe

Gly

Tyr

val

val

Tyr

80

Cys

Asp



<221>
<223>

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

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

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

<400>
Gln Met
1

ser val

Gly Ile

Gly Trp

50

Gln
65

ASp

Met Glu

Ala Arg

Leu val

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

<220>
<221>
<223>

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

<220>

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(107)
HCDR3

277
GIn Leu val

val
20

Lys ser

Thr val

35

Trp

Ile Ser Gly

Arg val Thr

Leu Arg Ser

85

Ala Gly

Thr
115

ser

278

118

PRT )
Homo sapiens

MISC_FEATURE

Clone XPA.15.

MISC._FEATURE
(26)..(33)
HCDR1

.245 heavy chain

Gin

Cys

Arg

Tyr

Met

70

Leu

val

ser

Ser

LysS

Gin

Asn

55

Thr

Lys

Trp

Gly
Ala
Ala
40

Gly
Thr

ser

Met

Ala

Ser

25

Pro

Asn

Asp

Asp

Phe
105

246 heavy chain

530709_1

Glu
10

Met Lys

Gly Tyr. Ser

Gly GIn Gly

Thr Asn Tyr

60

Thr Ser Thr

75

Asp Thr Ala

90

AsSp Asn Trp
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Lys

Phe

Pro

45

Ala

val

Gly

Pro

Ser

30

Glu

Gin

Thr

Tyr

GIn
110

Gly

15

ASp

Trp

Lys

Ala

Phe

95

Gly

Ala

Tyr

Met

Phe

Tyr

80

Cys

Thr



<221>
<222>
<223>

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

<400>

Glu val
1

Ser Leu
Ala Met

Ser Leu
50

Lys Gly
65

Leu G1n
Ala Lys
Leu val

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

<220>
<221>
<223>

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

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

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

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97>..(107)
HCDR3

278

Gin Leu val

Arg Leu Ser
20

His Trp val
35

Ile ser Trp

Arg Phe Thr

Met Asn Ser
85

Ala Arg Gly
100

Thr val Sser
115

279
118
PRT
Homo sapiens

MISC _FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDRL

MISC. .FEATURE

(51)..(58>
HCDR2

MISC_FEATURE
(97)..(107)
HCDR3

Glu

Cys

Arg

Asp

Ile

70

Leu

val

ser

Ser

Ala

Gln

Gly

55

Ser

Arg

val

Gly

Ala

Ala

40

Gly

Arg

Ala

Ile

Gty
Ser
25

Pro
Ser
Asp

Glu

Ile
105

.247 heavy chain

530709_1

Gly
10

Gly
Gly
Thr
Asn
Asp
90

ASp

val

Phe

Lys

Tyr

Ser

75

Thr

Tyr

val

Thr

Gly

Lys

Ala

Trp

Page 234

Gln
Phe
l.eu
45

Ala
Asn

Leu

Gly

Pro

Asp

30

Glu

Asp

Ser

Tyr

Glin
110

Gly
15

ASp
Trp
Ser
lLeu
TYr
95

Gly

Gly

Tyr

val

val

Tyr

80

Cys

Thr



530709_1
<400> 279

Glu val Gin Leu val Glu Thr Gly Gly Gly val val GIn Pro Gly Arg
1 5 10 15

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

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

Ala gg] Ile Ser Tyr Asp ggy ser Asn Lys Tyr g%r Ala Asp Ser val

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

65 70 75 ' 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 90 95
Ala Arg His Glu Trp Gly Phe Gly Met Asp val Trp Gly Gln Gly Thr
100 105 110
Thr val Thr val Ser Ser
115
<210> 280
<211> 117
<212> PRT

<213% Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.248 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222> (97)..(106)
<223> HCDR3

<400> 280

Gin Met GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Glu

1 5 10 15

Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Ser Tyr
20 25 30

Page 235



Trp Ile Gly Trp val
35

Gly I7e 1le Tyr Pro

50

Gin Gly GIn val Thr

65

Leu Gin Trp Ser Ser

85

Ala Arg Trp Gly Pro
1

val Thr val Ser Ser

<Z30>
<211>
<212>
<213>

<220>
<221>
<223>

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

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

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

<400>

1

115

281
121
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC.FEATURE
(26)..(33
HCDR1

MISC_FEATURE

(51)..(58)
HCDR2

MISC_FEATURE
(97)..(110)
HCDR3

281

GIn val GlIn Leu ga]

Ser Leu Arg Leu Ser

20

Ala Met Ser Trp val
35

Ser Ala Ile Ser Gly

50

5307091

Arg GIn Mgt Pro Gly Lys Gly
4

Leu Glu Trp Met
45

Gly Asp Ser Asp Thr Arg g5r Ser Pro Ser Phe
55

Ile Ser Ala Asp Lys Ser Ile
70 75

ser Thr Ala Tyr
80

Leu Lys Ala Ser Asp Thr Ala Met Tyr ggr Cys

90

Asp Ala pPhe Asp Ile Trp Gly GIn Gly Thr Met

105

.249 heavy chain

Glu ser Gly Gly Gly Leu val
10
Cys Ala Ala ggr Gly phe Thr
Arg GIn Ala Pro Gly Lys Gly
40
ser Gly Gly Ser Thr Tyr Tyr
55 60

Page 236

110

Gln Pro Gly Gly
15
Phe Ser Ser Tyr
30
Leu Glu Trp val
45

Ala Asp ser val



Lys Gly Arg
65
Leu Gln Met

Ala Lys Asp

GIn Gly Thr Leu val
115

<210> 282

<211> 120

<212> PRT i

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clone XPA.15.

<220>

<221> MISC_FEATURE

<222> (26)..(33) -

<223> HCDR1

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(109)

<223> HCDR3

<400> 282

Gln val Gin Leu val

1 5

Ser Leu Arg Leu Ser

20

Trp Met Thr Trp val
35

Ala Asp Ile Lys Gly

50

Lys Gly Arg Phe Thr

65

Leu Gin Met Asn Ser

85
Ala Thr Asp Pro Pro

Phe Thr

Asn Ser

Arg val Gly
100

Ile
70

Leu

Thr

250

Glu Ser

Cys Ala

Arg Gin

Gly

Asp
55

Ile Ser

70

Leu Arg

Trp Asp

120

Gly

Ala

Ala

40

Ser

Arg

val

Arg

val Ser Ser

heavy chain

Gly

ser

25

Pro

Arg

ASp

Glu

AsSp

5307091

Gly Leu val

10

Gly Phe Thr

Gly Lys Gly

Gln His Tyr

60

Ala
75

Asn Arg

Ala

Asp Thr
90

Ala Phe Asp
Page 237

Gln

Phe

Leu

45

Ala

Asn

Leu

Leu

Pro

Lys

30

Glu

Asp

Ser

Tyr

Trp

Gly
15

Asn
Trp
Ser
Leu
Tyr
95

Gly

Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
75 80

Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
90 95

Ala Ala Asn Gly Trp Phe Asp Pro Trp Gly
105 110

Gly

Tyr

val

val

Phe

80

Cys



100

Gly Thr met val Thr val Ser Ser

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

<220>
<221>
<223>

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

Ser Leu
Trp Met
Ser Asn

50
Lys Gly
Leu GIn
Ala Arg

Leu val

<210>
<211>

115

283
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2.

MISC_FEATURE
(97)..Q107)
HCDR3

283

"Glin Leu val

Arg Leu Ser
20

Sser Trp val
35

ITe Lys GlIn

Arg Phe Thr

Met Asn Ser
85

Asp Arg Met

Thr val Ser
115

284
120

120

105

.272 heavy chain

Glu

Cys

Arg

Asp

Ile

70

Leu

Asp

Ser

Ser

Ala

GlIn

Gly

55

Ser

Arg

Tyr

Gly

Ala

Ala

40

ser

Arg

Ala

Ile

Gly

Ser

25

Pro

Glu

Asp

Glu

Phe
105

530709_1

Gly
10

Gly
Gly
Gin
Ash
Asp
90

Asp

Leu

Phe

Lys

Tyr

Ala

75

Thr

Ile

val

Thr

Gly

Tyr

60

Lys

Ala

Trp

pPage 238

Gin

Phe

Leu

45

val

Ash

Ile

Gly

110

Pro

Gly

30

Glu

Asp

Ser

Tyr

Arg
110

Gly
15

Gly

Trp

ser

Leu

Tyr
95

Gly

Gly

Tyr

va'l

val

Tyr

80

Cys

Thi



<212>
<213>

<220>
<221>
<223>

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

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

Ser Leu

Gly Met

Ala Gly
50

Lys Gly
65

teu Gin

Ala Arg

Gly Thr

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

<220>
<221>
<223>

<220>

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(10%)
HCDR3

284

Gln Leu-Mal’

Arg Leu Ser
20

His Trp val
35

Ile Ser Ley

Arg Phe Thr

MeT Asn Asn
85

Gly Phe Arg
100

Leu val Thr
115

285

121

PRT .
Homo sapiens

MISC_FEATURE

.275 heavy chain

cys

Arg

Arg

Ile

70

l.eu

Trp

val

GTu’

Ser

Ala

Glin

Gly

55

Ser

Arg

Pro

Ser

Gly.

Ala

val

40

Ser

Arg

Pro

val

Ser
120

Gly

Ser

25

Pro

Asp

Asp

Asp

Thr

105

Clone XPA.15.282 heavy chain

530709_1

Gly
10

Gly
Asp
Asn
Asn
ASp
90

Pro

val val

phe Tle

Lys Gly

Tyr Tyr

60

ser Lys
75

Thr Ala

Phe Asp

pPage 239

Glin

phe

Leu

45

Ala

ASn

val

His

Pro

Ser

30

Glu

Asp

Thr

Tyr

Gly

15

Ser

Trp

Ser

Leu

Tyr

Gly

Arg

Tyr

val

val

Tyr

80

cys

Glin



<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

GIn val
1

Thr Leu
Asn Trp
Ile Gly

50

Lys Ser
Leu Lys
Ala Arg

Gin Gly

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

<220>
<221>

MISC_FEATURE
(26)..(34)
HCDR1

MISC_FEATURE

(52)..(58)
HCDR?2
MISC_FEATURE

(97)..(110)
HCDR3

285

Gin Leu Gin

Ser Leu Thr
20

Trp Ser Trp
35

Glu Ile Tyr

Arg val Thr

Leu Ser Sser
85

Pro Asp Tyr

Thr Leu val
115

286
119
PRT
Homo sapiens

MISC_FEATURE

<223> Clone XPA.15

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

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

MISC_FEATURE

(26)..(34)
HCDR1
MISC_FEATURE

(52)..(58)
HCDR2

Glu Ser

Cys Ala

val Arg

His ser

Ife ser

70

val Thr

Ser Ashn

Thr val

Gly

val

Gln

40

Gly

val

Ala

Tyr

ser
120

Pro

ser

25

Pro

Ser

Asp

Ala

.284 heavy chain

530709_1

Gly
10

Gly
Pro
Thr
Lys
AsSp
90

Gly

Leu

Gly

Gly

Asnh

Ser

75

Thr

Ala

val

Ser

Lys

Tyr

60

Lys

Ala

Phe
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Lys

Ile

Gly

45

Asn

Asn

val

AsSp

Pro

ser

30

L.eu

Pro

Gln

Tyr

Tyr
110

Ser

15

Ser

Glu

Ser

Phe

Gly

Ser

Trp

Leu

Ser

80

Cys

p Gly



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

<400>

GIn val
1

Thr Leu

Asn Trp

ITe Gly

50

Lys Ser

Leu Lys

Ala Arg

Thr Leu

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

<220>
<221>
<223>

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

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

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

<400>

MISC_FEATURE
(97)..(108)
HCDR3

286

Gln Leu GlIn

Leu Thr

20

Ser

Trp

Ser
35 -

Trp

Glu ITe Tyr

Arg val Thr

Ser
85

Leu Ser

val Ala

val val

115

287
125
PRT

Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

26)..(33
HCDR1
MISC_FEATURE

(52)..(58)
HCDR2
MISC_FEATURE

(97)..(115)
HCDR3

287

Glu
Cys
val
His
Ile
70

val
Ala

ser

293

“Thr

ser Gly Pro

Ala val ser

25

Gin
40

Arg Pro

ser ser

55

Gly

Ser val Asp

Ala Ala
Ala

Ala

Ser

heavy chain

530709_1

Gly

10

Gly

Pro

Thr

Lys

Asp

90

Phe

Leu

Gly

Gly

Asn

Ser

75

Thr

ASp

val

Ser

Lys

Tyr

60

LysS

Ala

Pro

Lys

Ile

Gly

45

Asn

Ash

val

Trp

Pro

Ser

30

Leu

Pro

GIn

Tyr

Gly

Ser

15

sSer

Glu

Ser

Phe

Tyr

95

Gln

Gly

Ser

Trp

Leu

ser

80

Cys

Gly

§1n Leu GIn Leu §1n Glu Ser Gly Pro ggy Leu val Lys Pro Ser Glu
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15



530709_1

Thr Leu Ser ESU Thr Cys Thr val ggr Gly Gly Ser Phe Ser Thr Tyr
30

Tyr Trp Ser Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45

Gly Asn Ile Tyr Tyr Ser Gly Lys Thr Asn Tyr Asn Pro Ser Leu Glu
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 §g1 Thr Ala Ala Asp SGr Ala val Tyr Tyr Cys Ala
95

Arg Asp Ser Phe Tyr Phe Glu Ser Ser Arg Ser Trp Asn Asp Leu Phe
100 105 110

Asp Ile Trp Gly Gln Gly Thr Met val Thr val Ser Ser

115 120 125
<210> 288
<211> 120
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.006 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDRL

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(109)

<223> HCDR3

<400> 288

§1u val GlIn Leu Leu Glu Ser Gly Gly géy Lteu val Gln Pro g%y Gly
5

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

Glu Met gsn Trp val Arg Gln ﬁéa Pro Gly Lys Gly igu Glu Trp val
5
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ser Ala Ile
50

Lys Gly Arg

65

teu Gln Met

Ala Arg Ala

Gly Thr Leu
115

<210> 289

<211> 120

<212> PRT

<213> Homo

<220>

<221>

Ser Gly

pPhe Thr

Asn Ser

85

Thr
100

Gly

val Thr

sapiens

MISC_FEATURE

<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1L
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2
<220>
<221> MISC_FEATURE
<222> (97)..(109)
<223> HCDR3
<400> 289
Glu val Gln Leu Leu
1
Ser Leu Arg Leu Ser
20
Trp Met His Trp val
35
Ser Gly Ile Asn Asn
50
tys Gly Arg Phe Thr
65

530709_1

ser ggy Gly Ser Thr Tyr E%r Ala Asp Ser val

70

Ile Ser Arg Asp Ash Ser Lys Asn Thr Leu Tyr
75

80

Leu Arg Ala Glu ggp Thr Ala val Tyr ggr Cys

Ile Gly Gly Tyr His Phe Asp Tyr Trp Gly Gln
105 110

val

. 009

Glu

cys

Arg

ser

Ile
70

Ser Gin
120

heavy chain

Ser Gly Gly

Ala Ala ser

Gin Ala Pro
40

Gly Gly Thr
55

ser Arg Asp

Gly Leu val GlIn
1

0

Gly Phe Thr Phe

Gly Lys Gly Leu

45

Thr Phe Tyr Ala

60

Asn Ser
75

Lys Asn
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Pro Gly
15

Ser Ser
30
Glu Trp

Asp Ala

Thr Leu

Gly

TYr

val

val

Tyr



530709_1
Leu GIn Met Asn Ser Leu Arg Ala Glu ggp Thr Ala val Tyr ggr Cys
85

Ala Arg Asp Arg Arg Phe Leu Glu Trp Thr Phe Asp Tyr Trp Gly GIn
100 110

Gly Thr Leu val Thr val Ser Gin

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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1

ser Leu
Trp Met
Ser Ala

50

Gly Arg
65
Gln Met

Lys ser

val Thr

115

290
117
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(57)
HCDR2

MISC_FEATURE
(96)..(106)
HCDR3

290

Gln Leu Leu
Arg Leu Ser
20
ser Trp val
tle Gly Thr
phe Thr Ile
Ash Ser Leu

85

Arg Trp Leu

val Ser Glin

120

105

.019 heavy chain

Glu

Cys

Arg

Gly

ser

70

Arg

Pro

ser

Ala

Gin

Gly

55

Arg

Ala

Tyr

Gly

Ala

Ala

40

Gly

Asp

Glu

Phe

Gly

Ser

25

Pro

Thr

Asn

Asp

Gly
10

Gly
Gly
Tyr
Ser
Thr
90

TYr

Leu

Phe

Lys

Tyr

Lys

Ala

Trp

val
Thr
Gly
Ala
60

Asn

val

Gly
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Glin

Phe

Leu

45

Asp

Thr

Tyr

Gln

Pro

Ser

30

Glu

ser

Leu

Tyr

Gly
110

Gly

15

Asn

Trp

val

Tyr

95

Thr

Gly

Ala

val

Lys

Leu

80

Ala

Leu



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

<220>
<221>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<400>

Glu val
1
Ser Leu
Tyr Met
Ser Ala
50
Lys Gly
Leu Gin
Ala Lys

Trp Gly

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

115

291
123
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
GL.. G
HCDR2

MISC_FEATURE
(97)..(112)
HCDR3

291

Gin Leu Leu

Arg Leu Ser
20

Asp Trp val
35

ITe Ser Gly
Arg Phe Thr

Met Asn Ser
85

Glu Ile Pro
100

GIn Gly Thr
115

292
120
PRT
Homo sapiens

.043 heavy chain

Glu

cys

Arg

Ser

Ile

70

Leu

Gly

Leu

Ser

Ala

Gin

Gly

55

Ser

Arg

Arg

val

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Thr
120

Gly

ser

25

Pro

Ser

Asp

Glu

Leu

105

val

530709_1

Gly

10

Gly

Gly

Thr

Asn

Asp

%0

GlIn

Arg

Leu

Phe

Lys

Tyr

Ser

75

Thr

Leu

Leu

val

Thr

Gly

Tyr

60

Lys

Ala

Gly
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Gln

Phe

Leu

45

Ala

Asn

vai

Gly

Pro

Ser

30

Glu

Asp

Thr

Tyr

Phe
110

Gly

15

Asp

Trp

Ser

Leu

Tyr

Asp

Gly

His

val

val

Tyr

cys

Tyr



<220>
<221>
<223>

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

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

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

Ser Leu

val Ile

Sser Ala
50

Lys Gly

Ley GIn

Ala Arg

Gly Thr

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

<220>
<221>
<223>

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

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2 ,

MISC_FEATURE
(97)..(109)
HCDR3

292

Gin Leu Leu

Arg Leu Ser
20

Ser Trp val
35

Ile Ser Gly
Arg Phe Thr

Met Asn Ser
85

val Gly Leu

Leuy val Thr
115

293

118

PRT .
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

.062 heavy chain

Glu ser

Cys Ala

Arg Gln

Ser Gly

55

Ile Ser
70
Leu Arg

Ser Gly

val ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

ser
120

Gly

Ser

25

Pro

Ser

Asp

Glu

TYr
105

.085 heavy chain

530709_1

Gly

10

Gly

Gly

Thr

Asn

Asp

90

TYr

Leu

Phe

Lys

Phe

val

Thr

Gly

Tyr

60

ser
75

Thr

Phe

Lys

Ala

Asp
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Gln

Phe

Leu

45

Pro

Asn

Met

Tyr

Pro

Ser

30

Glu

Asp

Thr

Tyr

Trp
110

Gly
15

Asn
Trp
ser
Leu
Tyr
95

Gly

Gly

Tyr

val

val

cys

Gin



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

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

<400>

G1u val
1

Ser Leu

Ala Met

Ser Ser
50

Lys Gly

Leu Gln

Ala Arg

Leu val

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

<220>
<221>
<223>

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

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

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

MISC_FEATURE

(51)..(58)
HCDR2

MISC_FEATURE
(97)..(107)
HCDR3

293

GIn Leu Leu

Arg Leu Ser
20

Gly Trp val
35

Ile Ser Gly
Arg Phe Thr

Met Asn Ser
85

His Lys Gly

Thr val Ser
115

294
118
PRT
Homo sapiens

MISC_FEATURE
Clone XpPA.15

MISC_FEATURE
(26)..(33)
HCDR1 -

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(107)
HCDR3

Glu Ser

Cys Ala

Arg Gin

Ser Gly

55

Ile Ser
70
Leu Arg

Leu Gln

Phe

Gly

Ala

Ala

40

Gly

Arg

Ala

Pro

Gly

Ser

25

Pro

Thr

Asp

Glu

Leu
105

.099 heavy chain

530709_1

Gly
10

Gly
Gly
Thr
Asn
Asp
90

ASp

Leu

Phe

Lys

Tyr

Ser

75

Thr

Tyr

val

Thr

Gly

Lys

Ala

Trp
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Gln

Phe

Leu

45

Ala

ASn

val

Gly

Pro

Ser

30

Glu

ASp

Thr

Tyr

GlIn
110

Gly

15

Asn

Trp

ser

Leu

TYr

Gly

Gly

Tyr

val

val

Tyr

80

Cys

Thr



530709.1
<400> 294

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

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

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

Ser ggr Ile ser Gly Ser géy Gly Thr Thr Tyr g%r Ala Asp Ser val

Lys Gly Arg Phe Thr Ile Ser Arg Asp Ash Ser Lys Asn Thr Leu Tyr

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 20 95
Ala Arg His Lys Gly Leu GIn Pro Leu Asp Tyr Trp Gly GIn Gly Thr
100 105 110
Leu val Thr val Ser Gln
115
<210> 295
<211> 119
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.141 heavy chain

<220>

<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE
<222>-(97) ;. (106)
<223> HCDR3

<400> 295

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

Ser Leu Arg Esu Ser Cys Ala Ala ggr Gly Phe Thr Phe ggp Asp Tyr
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Gly Met ggn Trp val

ser Gly val Ser Trp
50

Lys Gly Arg Phe Thr

Leu Gin Met Asn Ser
85

Ala Arg Arg Ser Pro

100

Thr teu val Thr val

115
<210> 296
<211> 123
<212> PRT
<213> Homo sapiens
<220>
<221> MISC_FEATURE
<223> Clone XPA.15
<220>
<221> MISC_FEATURE
<222> (26)..(33)
<223> HCDR1
<220>
<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2
<220>
<221> MISC_FEATURE
<222> (897)..(112)
<223> HCDR3
<400> 296

Glu val GIn Leu Leu

1 5

Ser teu Arg Leu Ser

Ala val His Trp val
35

ser Ala Ile Ser Gly

5307091

Arg GIn Ala Pro Gly Lys Gly
4

40

Asn Gly Ser Arg Thr His Tyr
55 60

Ile Ser Arg Asp Asn Ser Lys
70 75
Leu Arg Ala Glu Sgp Thr Ala

Leu Lys Asp Gly Phe Asp Ile

Thr G1n

.142 heavy chain

Trp

Ser

ey

Tyr

95

Leu

val
val
Tyr
80

Cys

Gly

Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly
10 15

Cys Ala Ala ggr Gly Phe Thr pPhe ggn Lys Phe

Arg Gln Ala Pro Gly Lys Gly Zgu Glu Trp val

40

ser ggy Gly Ser Thr Tyr E%r Ala Asp Ser val
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Lys Gly Arg
65

Phe Thr 1le

Leu GIn Met Asnh Ser Leu
85
Ala Ser Asp val Glu Gly
100

Trp Gly GIn Gly Thr Leu
115

<210> 297

<211> 129

<212> PRT

<213> Homo sapiens

<220>

<221> MISC_FEATURE

<223> Clonhe XPA.15.144

<220>

<221> MISC_FEATURE

<222> (26)..(33)

<223> HCDR1

<220>

<221> MISC_FEATURE

<222> (51)..(58)

<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (97)..(118)

<223> HCDR3

<400> 297

Glu val GIn teu Leu Glu

1 5

Ser Leu Arg Leu Ser Cys

20
Asn Met ége Trp val Arg
ser Gly val Ser Trp Asn
50

Lys Gly Arg Phe Thr Ile

65 70

Leu GIn Met Asn ggr Leu

5307091

ser Arg Asp Asn Ser Lys Asn Thr Leu E%r
75

Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
90 95

Gly Tyr Phe His Asn Ser Gly Pro Asp Tyr

105

val Thr val
120

heavy chain

Ser Gly Gly

Ala Ala ser

25

Ala
40

Gln Pro

Gly
55

ser Arg

Ser Arg Asp

Arg Ala Glu

Ser Ser

Gly val

10

Leu

Gly Phe Thr

Gly Lys Gly

Thr His Tyr

60

ser
75

Ash Lys

Asp Thr Ala

90

page 250

Gln

Phe

Leu

45

Ala

Asn

‘val

110

Pro

Thr

30

Glu

ASp

Thr

Tyr

Gly

15

Asn

Trp

Ser

Leu

Tyr
95

Gly

Tyr

val

val

Tyr

80

cys



530709_1
Ala Arg Glu Arg Gly Ser Trp Asp Thr Thr Gly Tyr Tyr Asn Tyr Tyr
100 105 110

Tyr Tyr Gly Met Asp val Trp Gly GIn Gly Thr Leu val Thr val Ser
115 120 1

Ser

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

<220>
<221>
<223>

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

Ser Leu

Trp Met

ser Thr

50

Lys Gly

Leu Gln

Ala Arg

Leu val

298
118
PRT
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE

(26)..(33)
HCDR1

MISC_FEATURE
(51)..(57)
HCDR2

MISC_FEATURE

.146 heavy chain

(97)..(107) -

HCDR2
298

Gin Leu Leu

Arg Leu Ser
20

Ser Trp val
35

val Ser Ala

Arg Phe Thr

Met Asn Ser
85

Gln val Gly
100

Thr val Ser

Glu

Cys

Arg

Thr

Ile

70

Leu

Gly

Ser

Ser

Ala

Gln

Gly

55

ser

Arg

Gly

Gly

Ala

Ala

40

Pro

Arg

Ala

Pro

Gly

Ser

25

Pro

His

Asp

Glu

Phe
105

Gly
10

Gly
Gly
Thr
Asn
ASD
90

Asp

Leu

Phe

Lys

Tyr

Ser

75

Thr

val

Thr

Gly

Lys

Ala

Trp

pPage 251

Gin

Phe

Leu

45

Ala

Asn

val

Gly

Pro

ser

30

Glu

AsSp

Thr

Tyr

Gln
110

Gly
15

Ash
Trp
Ser
Leu
Tyr
95

Gly

Gly

Tyr

val

Ala

Tyr

80

Cys

Thr



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

<220>
<221>
<223>

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

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

Ser Leu
Tyr Met
ser Ala

50
Lys Gly
teu Gln
Ala Arg

Gly Thr

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

115

299

120

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE

(51)..(58)
HCDR2

MISC_FEATURE
97)..(10%
HCDR3

299

GIn Leu Leu
5

Arg Leu Ser
20

Ser Trp val
35

Ile ser Gly
Arg pPhe Thr

Met Asn Ser
85

val Gly Ser

Leu val Thr
115

300

120

PRT .
Homo sapiens

.154 heavy chain

Glu

cys

Arg

ser

Ile

70

Leu

Ser

val

Ser

Ala

Gln

Gly

55

ser

Arg

Gly

Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Ser
120

Gly

Ser

25

Pro

Ser

Asp

Glu

TYr
105

530709_1

Gly
10

Gly
Gly
Thr
Asn
Asp
90

Tyr

Leu

Phe

Lys

Tyr

Ser

75

Thr

Phe

val

Thr

Gly

Tyr

60

Lys

Ala

Asp
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Gln

Phe

Leu

45

Ala

Asn

val

Tyr

Pro

Ser

30

Glu

ASp

Thr

Tyr

Trp
110

Gly

15

Ser

Trp

ser

Leu

Tyr

Gly

Gly

Ash

val

val

Tyr

80

Cys

GlIn



<220>
<221>
<223>

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

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

<220>
<221>
<222>
<223>
<400> -

Glu val
1

Ser Leu
Tyr Met

Ser Ala
50

Leu GIn
Ala Arg
Gly Thr

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

<220>
<221>
<223>

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

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(51)..(58)
HCDR2

MISC_FEATURE
(97)..(109
HCDR3

300

Gln Leu Leu

Arg Leu Ser
20

ser Trp val
35

Ite ser Gly

Arg Phe Thr

Met Asn Ser
85

val Gly ser
100

Leu val Thr
115

301

121

PRT )
Homo sapiens

MISC_FEATURE
Clone XPA.15

MISC_FEATURE
(26)..033)
HCDR1

.155 heavy chain

Glu ser

Cys Ala

Arg Gln

Ser Gly

55

ITe sSer
70
Leu Arg

ser Gly

val Ser

Gly

Ala

Ala

40

Gly

Arg

Ala

Trp

Ser
120

Gly

Ser

25

Pro

Ser

Asp

Glu

Tyr
105

.158 heavy chain

5307091

Gly
10

Gly
Gly
Thr
Asn
Asp
90

Tyr

Leu

Phe

Lys

Tyr

Ser

75

Thr

Phe

val

Thr

Gly

Tyr

60

Lys

Ala

Asp
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Gln

Phe

Leu

45

Ala

Asn

val

Tyr

Pro

Ser

30

Glu

ASp

Thr

Tyr

Gly
15

Ser
Trp
Ser
Leu
Tyr
95

Gly

Gly

Asn

val

val

Cys

Gin



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

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

<400>

Glu val
1

Ser Leu

Trp Met

ser. Ala
50

Lys Gly

Leu Gin

Ala Ala

G1n Gly

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

<220>
<221>
<223>

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

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

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

MISC..FEATURE

(51)..(58)
HCDR2

MISC. FEATURE
(97)..(110)
HCDR3

301

Gin Leu Leu

Arg Leu Ser
20

Ser Trp val
35

Ile Ser Gly

Arg phe Thr

Met Asn Ser
85

Pro Thr val
100

Thr Leu val
115

302
117
PRT
Homo sapiens

MISC__FEATURE
Clone XPA.15

MISC._FEATURE
(26)..(33)
HCDR1

MISC_FEATURE
(5L ..(56)
HCDR2

MISC_FEATURE
(96) .. (107D
HCDR3

Glu Ser

Cys Ala

Arg Gln

Ser Gly

55

ITe Ser
70
Leu Arg

Pro Tyr

Thr val

Gly

Ala

Ala

40

Gly

Arg

Ala

Tyr

Ser
120

Gly

Ser

25

Pro

ser

Asp

Glu

Tyr

105

ser

.165 heavy chain

530709_1

Gly

10

Gly

Gly

Thr

Asn

ASp

90

Tyr

Leu

Phe

Lys

Tyr

sSer

75

Thr

Gly

val

Thr

Gly

Tyr

60

Lys

Ala

Met
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GIn

Phe

Leu

45

Ala

Asn

val

Asp

Pro

Ser

30

Glu

Asp

Thr

Tyr

val
110

Gly

15

Asn

Trp

Ser

Leu

Tyr

95

Trp

Gly

Ala

val

val

TYr

80

cys

Gly



5307091
<400> 302

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Asn
20 25 30

Tyr Met Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val
35 40 45

Ser ggr Ile ser Gly Gly ggr Thr Tyr Tyr Ala ggp Ser Arg Lys Gly

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

Met Asn Ser Leu ggg Ala Glu Asp Thr géa val Tyr Tyr Cys STa Arg
5

Leu Asp Trp Ser Ser Gly Ala Phe Asp Ile Trp Gly GIn Gly Thr Leu
100 105 110

val Thr val ser Ser

115
<210> 303
<211> 124
<212> PRT

<213> Homo sapiens

<220>
<221> MISC_FEATURE
<223> Clone XPA.15.196 heavy chain revised

<220>

<221> MISC_FEATURE
<222> (26)..(033)
<223> HCDR1

<220>

<221> MISC_FEATURE
<222> (51)..(58)
<223> HCDR2

<220>

<221> MISC_FEATURE

<222> (99)..(113)

<223> HCDR3

<400> 303

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

ser val Lys gg? ser Cys Lys Ala ggr Gly Tyr Thr Phe ggr Gly His
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Tyr

Gly

Glin

65

Met

Ala

val

Met

Trp

50

Gly

Glu

Arg

Trp

His
35

Ile
Arg

lLeu

Gly

Trp

Asn

val

Ser

Ser

100

Lys

val Arg
Pro Asn
Thr Met

70
Arg Leu
85

Ser Ser

Gly ser

Gln

ser

55

Thr

Arg

Ser

Thr

Ala

40

Gly

Arg

Ser

Trp

val
120

Pro

Gly

Asp

ASp

Pro

105

Thr

5307091

Gly Gln Gly kgu Glu Trp Met

Thr Asn g%r Ala GIn Lys Phe

Thr Sser Ile Ser Thr Ala Tyr
75 80

Asp Thr Ala val Tyr Tyr Cys
90 95
val Tyr Phe Tyr Tyr Met Asp

110

val Ser Ser

Page 256



