SEQUENCE LISTING

<110> Kirin Pharma Kabushiki Kaisha {(Tokyo, Japan)
La Jolla Institute for Allergy & Immunology (La Jolla, CA)

<120> Bntageonistic Human LIGHT~Specific Buman
Monoclonal Antibodies

<130> 7505-049-228

<3140>
<141>

<150G> 60/840,774
<151> 2006-08-28

<i50> 6G/887,875
<151» 2007-01-25

<160> 1086

<170> FastSEQ for Windows Version 4.0

<210> 1

<211> 13¢

<212> PRT

<213> Homo sapiens

<2205
<223> Bl heavy chain variable region

<400> 1
Met Glu Leu Gly Leu Cys Trp Val Phe Leu Val Ala Ile Leu Glu Gly
1 5 10 15
Val Gln Cys Slu Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gln
20 25 30
Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45
Ser Arg Phe Asn Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
50 55 60
Glu Trp Val Ser Tyr Ile Ser Ser Ser Ser Tyr Thr Ile Tyr Tyr Ala
55 70 75 80
Bsp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn
85 80 85
Ser Leu Asp Leu Gln Met Asn Ser Leu Arg Asp Glu Asp Thr Ala Val
100 105 110
Tyr Tyr Cys Ala Arg Ser Ile Ala Ala Ala Phe Asp Tyr Trp Gly Gln
115 120 125
Gly Rla Leu Val Thr Val Ser Ser
130 135

<210> 2

<2i1> 138

<212> PRT

<213> Homo sapilens

<220>
<223> BE13 heavy chain variable region



<400> 2

Met

Glu
Gln
Gly
Asn

50
Trp

Bla
Asn

Val

Gln
130

<Z210> 3

<21li>
<212>

Phe
Cys
Gly
35

Ala
val
&la
Thr
Tyr

118
Gly

141
PRT

Gly
Glu
20

Ser
Trp
Gly
Pro
Leu
100
Tyr

Thr

Leu
Val
Leu
Met
Arg
Val
85

Phe
Cys

Len

<213> Homo sapiens

<220>

<223>

<400> 3

Met
v
Val
Pro
Ser
Gly
65
Asn
Asn

Val

Asp

Lys
Leu
Ser
Ser
50

Leu
Pro
Gln
Tyr

Pro
130

<210> 4

<211>
<212>
<213>

<220>
<223> F19 heavy chain variable region

<4G0> 4
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Rla Pro Arg Trp

His
Ser
Glu
35

Gly
Glu
Ser
Phe
Tyr

115
Trp

141
PRT
Homo sapiens

E63 heavy

Leu
Gln
20

Thr
Cly
Trp
Leu
Ser
100
Cys

Gly

Ser
Gin
Arg
Ser
Ile
790

Lys
Leu

Thr

Val

Trp
Leu
Leu
Trp
55

Lys
Gly
Gln

Thr

Thr
135

Ile
val
Ser
40

vVal
Ser
Arg
Met
Ala

120
Val

Phe

Glu
25
Cys

Arg-

Lys
Phe
Asn
105
Met

Ser

Leu
10
Ser

Ala

Gln

Ile
Thr
&0

Ser

Rla

Ser

chain variable region

Trp
5
Val
Len
Tyr
Ile
Lys
85
Leu

Ala

Gln

Phe
Glin
Ser
Tyr
Gly
70

Ser
Lys
Arg

Gly

Phe
Leu
Leu
Trp
55

Tyr
Arg
Leu

Trp

Thr
135

Leu
Gln
Thr
40

Ser
Ile
Val
Ser
Ile

1290
Leu

Leu
Glu
25

Cys
Trp
Tyx
Thr
Ser
105
Thr

Val

Leu
10
Ser

Ile

Met

Thr

Ala
Gly
Ala
Ala
Asp
75

Ile

Leu

Gly

Val
Giy
Val
Arg
Ser
15

ser

Thr

Ala
Gly
Ser
Pro
60

Gly
Ser
Lys

Ala

Ala
Pro
Ser
Gln
60

Gly
Val
Rla

Arg

Ser
140

Ile
Gly
Gly
45

Gly
Gliy
Arg

Thr

Phe
125

Ala
Gly
Gly
Pro
Ser
Asp
Ala
Gly

125
Ser

Leu
Leu

Fhe

Pro
Leu
30

Gly

Pro

=
o
i)

Thr

Asp
110
Val

Lys
15

Val
Thr
Gly
Thr
Asp
95

Asp

Phe

Arg
val
Ser
Gly
Asn
Ser
a5

Thr

Gly

Gly
Lys
Leu
Leu
Asp
Ser
Thr

Trp

Trp
Lys
Val
Lys
Tyr
80

Lys
Ala

Phe



Val
FPro
Ser
Giu
63

Ser
Phe
Tyr

Asp

Leu

Ser

Gly
50

Trp
Leu
Ser

Cys

val
130

<210> 5§

<Zl1>
<212>

Ser

Glu
35
Tyr

Ile
Lys
Leu
Val

115
Trp

143
PRT

Gln
20

Thr
Asn
Gly
Sar
Lys
100
Arg

Gly

val
Leu
Trp
Glu
Arg
85

Leu

Glu

Gin

<213> Homo sapiens

<220>

<223>

<400> 5
Met Asp Leu

1
Leu

Trp
Ala
Gln
65

Asn
Asn

Val

Gly

Val

Gly

Val

50
Pro

Pro

Glin

Tyr

Leu

130

<2i0> ¢

<2il>
<21Z2>
<213>

<220>

<223>

<400> 6
Met Glu Thr Pro Ala Gln Leu Leu Phe

1

Ala
Ala
35

Tyr
Pro
Ser
Phe
Tyr

115
Asp

128
PRT
Homo sapiens

Leu
Ala
20

Gly
Gly
Gly
Leu
Ser
100
Cys

Val

His
5
Pro
Leu
Gly
Lys
Lys
85
Leu
Ala

Trp

5

Gln Leu Gln

Ser Leu Thr
40
Ris Trp Ile
55
Ile Thr His

Val Thr Ile
Ser Ser Val

Tle Ala Val

129

Gly Thr Thr
135

Lys Asn Met
Arg Trp Val
Leu Lys Pro

Ser Phe Ser
55

Gly Leu Glu

70

Ser Arg Val

Lys Leu Ser

Arg Glu Ile

120

Gly Gln Gly
135

Gln
25

Cys
Arg
Ser
Ser
Thr
105
Ala

Val

Lys
Leu
25

Ser
Gly
Trp
Thr
Ser
105
Ala

Thr

El kappa light chain variable

10
Trp

Ala
Gln
Gly
Val
80

Ala
Gly

Thy

F23 heavy chain variable region

His
10

Ser
Glu
Tyr
Ile
Ile
80

Val
Thr

Thr

Gly
Val
Pro
Ser
75

Asp
Ela

Thr

Val

Leu
Gln

Thr

Gly
15

Ser
Thr
Ala

Val

la
Tyr
Pro
60

Thr
Thr
Asp

Gly

Ser
140

Trp
Val
Leu
Trp
60

Glu
Val
Rla

Asp

Thr
140

Gly
Gly
45

Gly
Aszsn
Sex
Thr
Tyr

125
Ser

Phe
Gln
Ser
45

Asn
Ile
Asp
Ala
Lys

125
Val

Phe
Leu
30

Leu
Trp
Asn
Thr
Asp
110
Gly

Ser

15
Leu

Sexr
Giy
Asn
Asn
95

Val

Gly

Leu
15

Gln
Thr
Ile
Gln
Serx
95

Thr
Tyr

Ser

region #2 (E1l kappa(B))

Lys

Phe

Leu

Pro
80

Gln
Tyr

Met

Leu
Gln
Cys
Arg
Tyr
go

Lys
Ala

Tyr

Leu Leu Leu Leu Trp Leu Pro

10

15

Asp Thr Thr Gly Glu Ile Val Leu Thr Gla Ser Pro Gly Thr Leu Ser

20

25

30



Leu
Val
Pro
65

Asp

Ser

Gly

Ser
Ser
50

Arg
Arg
Arg

Sex

<210> 1

<211>
<2lz>
<Z13>

<220>

<223>

<L00> 7

Met
1
Asp
Leu
Val
Pro
65
Asp
Ser

Gly

Lys

Glu
Thr
Ser
Ser
50

Arg
Arg
Arg

Ser

Arg
130

<210> 8

<21i>
<212>
<21i3>

<220>

<2Z3>

<400> 8

Met
1
Ser
Thr
Gly

Leu

Ser

Arg

Ser
50
Leu

Pro
35
Ser

Leu

Ser
115

1390
PRT
Homo sapiens

Thr
Thr
Pro
35

Ser
Leau
Phe

Leu

Ser
115

i2¢6
ERT
Homo sapiens

Pro
Gly
Lys
35

Ser

Tle

Gly
Ser
Leu
Ser
Glu

100
Met

E13 kappa

Pro

Gly
20
Gly

Sex

Ser

Glu
100
Pro

Ser
Giun
20

Glu

Leu

Lys

Gilu Arg
Tyr Leu

Ile Tyr
70

Gly Ser

g5

Pro Glu

Tyr Thr

ARla
Thr
55

Gly
Gly
Asp

Phe

light chain

Ala Gln
5
Glu Ile

Glu Arg

Tyr Leu

Ile Tyr
70

Gly Ser

85

Pro Glu

Met Tyr

Gln Leu
5

Ile Val

Lys Val

His Trp

Tyr Ala

Leu
Val
Ala
Ala
55

Gly
Gly
Esp

Thr

E63 kappa light chain

Ile

Thr
40

Trp
Ala
Ser

Phe

Gly
120

Leu
Ty
Ser
Gly
Ala

105
Gln

Ser,

Gln
Ser
Thr
80.

Val

Gly

Cys
Gln
Arg
75

Asp
Tyr

Thr

variable region

Leu
Leu
Thr
40

Trp
Ala
Ser

Phe

Phe
120

FPhe
Thr
25

Leu
Tyr
Ser
Gly
Ala

105
Gly

Leu
10

Gln
Ser
Gln
Ser
Thr
90

Val

Gln

Leu
Ser
Cys
Gln
Arg
75

Asp
Tyr

Gly

variable region

Gly
Thr
Ile
49

Gln

Gln

FPhe
Glin
25

Thr

Gln

Ser

Leu
10

Ser
Cys
Lys

Phe

Arg
Lys
&0

Bla
Phe
Tyr

Lys

Leu
Pro
Arg
Lys
G0

Ala
Phe
Tyr

Thr

Leu

Rla

Asp
&0
Gly

AlLa
45

Pro
Thr
Thr
Cys

Leu
125

Leu
Gly
Ala
45

Pro
Thr
Thr
Cys

Lys
125

Gln

val

ser
Gly
Gly
Leu
Gln

110
Glu

Trp
Thr

30
Ser

Gly
Gly
Leu
Gln

110
Leu

Val
Gln
30

Gln

Ser

Pro

GLn
Gin
Ile
Thr
95

Gin

Ile

Leu
15
Leu

Gin
Gln
Ile
Thr
85

Gln

Glua

Pro
15

Ser

Ser

Pro

Ser

Ser
Bla
Pro
80

Ile
Tyr

Lys

Pro
Ser
Ser
Ala
Pro
g0

Ile
Tyr

Ile

Ala
Val
Ile
Lys

Arg



LY

Phe Ser Gly Sa2r Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn'éér

85 80 95
Leu &iu Ala Glu Asp Ala Ala Ala Tyr Tyr Cys His Gln Ser Ser Ser
' 100 105 110
Leu Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125
<210> 8
<211> 128
.<212> PRT
<213> Homo sapiens
<z20>
<223> ¥19 kappa light chain variable region #2
<400> 8
Met Asp Met Arg Val Pro Ala Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 ic 15
Leu Pro Gly Rla Arg Cys Ala Ile Gln Leu Thr Gln Ser Pro Ser Ser
29 25 30
Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser
35 40 45
Glu .'iGly Ile Asn Ser Ala Phe Ala Trp Tyr Gln Gln Lys Pro Gly Lys
: 50 55 &0
Ala Pro Lys Leu Leu Ile Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val
65 70 75 80
Pro Ser Arg Phe Ser Gly Ser Gly Ber Gly Thr Asp Phe Thr Leu Thr
g5 30 35
Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln
100 105 116
Phe &sn Ser Tyr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile
115 120 125
Lys
<210> 10
<211> 129
<212> PRT
<213> Homoc sapiens
<2205
<223> F23 kappa light chain variable region
<400> 10
Met Asp Met Arg Vel Pro Ala Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15
Leu Pro Gly Ala Arg Cys Ala Ile Gln Leu Thr Gln Ser Pro Ser Ser
20 2% 30
Leu Ser Rla Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser
35 40 45
Gin Gly Ile Ser Ser Ala Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys
50 55 . &0
Ala Pro Lys Leu Leu Ile Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val
65 70 15 80
Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
g5 80 95
Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln
100 1058 110



Phe Asn Ser Tyr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile
115 120 125

Lys

<210> 11

<211> 5

<212> PRT

<213> Hemo sapiens

<2z20>
<223> CDR1 of El heavy chain variable region

<400> 11
Arg Phe Asn Met Asn
] 5

<210> 12

<211> 17

<212> PRT

<213> Homo sapiens

<220>
<223> CDRZ of El heavy chain variable region

<400> 12
Tyr Ile Ser Ser Ser Ser Tyr Thr Ile Tyr Tyr Ala Asp Ser Val Lys
1 5 10 - 15

Gly

<210> 13

<211> 7

<Z212> PRT

<Z13> Homo sapiens

<220>
<223> CDR3 of El1 heavy chain variable region

<400>» 13
Ser ile Ala ARla Phe Asp Tyr
1 5

<210> 14

<211> 5

<212> PRT

<213> Homo sapiens

<Z220>
<223> CDRY of E13 heavy chain variable region

<400> 14

Asn Ala Trp Met Ser
1 5

<210> 15



<21l> 19

© <212> PRT

<213> Homo sapiens

<Z20>
<223> CDRZ of E13 heavy chain variable region

<400> 15

Arg Ile Lys Ser Lys Ile Asp Gly Gly Thr Thr Asp Tyr Ala Ala Pro
1 5 10 i5

Val Lys Gly

<210> 16

<211> 8

<212> PRT

<213> Homo sapiens

<220>
<223> CDR3 of E13 heavy chain variable region

<400> 16
Ala Met Ala Gly Ala Phe Gly Phe
1 5

<210> 17

<211> 7

<2}2> PRT

<213> Homo sapiens

<220>
<223> CDR1l of E63 heavy chain variable region

<400> 17
Ber Gly Gly Tyr Tyr Trp Ser
1 5

<210> 18

<211> 16

<212> PRT

<213> Homo sapiens

220>
<223> CDR2 of E63 heavy chain variable region

<400> 18
Tyr Ile Tyr Tyr Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys Ser
1 5 10 i5

<21C> 19

<211> 12

<212> PRT

<213> Homo sapiens

<Z220>
<223> CDR3 of E&3 heavy chain variable region



<400> 1%
Trp Ile Thr Met Phe Arg Gly Val Gly Phe Asp Pro
1 3 10

<210> 20

<211> 5

<212> ERT

<213> Homo sapiens

<220>
<223> CDR1 of F19 heavy chain variable regicn #2 (F19 kappa(B))

<400> 20
Gly Tyr Asn Trp His
1 ‘ 3

<210>» 21

<21l> 186

<212> PRT

<213> Homo sapiens

<220>
<223> CDRZ of F19% heavy chain variable region #2 (F1% kappa(B))

<400> 21
Giu Ile Thr His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys Ser
i 5 10 15

<210> 22

<211> 14

<212> PRT

<213> Homo sapiens

<220>
<223> CDR3 of F19% heavy chain variable region #2 (FL19 kappa(B)})

<400> 22
Glu Ile Ala Val Ala Gly Thr Gly Tyr Tyr Gly Met Asp Val
1 5 10

<210> 23

<211> 5

<212> PRT

<213> Homo sapiens

<220>
<223> CDR)l of F23 heavy chain variable region

<400> 23

Gly Tyr Tyr Trp Asn
1 5

<210> 24

<211> 11

<212> PRT
<213> Homo sapiens



<220»
<223> CDRZ of F23 heavy chein varishle regicon

<400> 24 .
Glu Ile Asn Gln Tyr Asn Pro Ser Leu Lys Ser
1 5 i0

<210 25 .

<211> 14

<2iZ> FRT

<213> Home sapiens

<220>
<223> CDR3-of F23 heavy chain variable region

<400> 25 )
GLu Ile Ala “Thr Ala Asp Lys Gly Tyr Tyr Gly Leu Asp Val
3 5 19

<210> 26

<211> 12

<Z12> PRT

<213> Homo sapiens

<220> .
<223> CDR1 of El light chain variables region #2 {E1 kappa{(B}}

<400> 26
Arg hla Ser Gln Ber Val Ber Ber Ser Tyr Leu Thr
i 5 10

<230% 27

<2L1> 7

212> PRT

<213> Bomo sapiens

<220> . ‘ .
'<2Z23> CDRZ of ¥l light chain variable region §2 {EL kappa(B))

<4005 27 .
Gly Als Ser Ser Arg Ala Thr
1 3

<210> 2B

<211> 8

<212> PRT

<Z13> Homc sapiens

220>
<223> CDR3 of EI light chain variabls region #2 (EL kappa(B)}
<400> 28
Gln Gln Tyr Gly Ser Ser Met Tyr Thr
s 5



<210> 28

<211> 12

<212> PRT

<213> Homo sapiens

<220>
<223> CDR1 of El3 light chain variable region

<400> 29
Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10

<Z210> 30
<21i> 7
<212> PRT
<213> Homo sapiens

<220>
<223> CDRZ of E13 light chain variable region

<400> 30
Gly Ala Ser Ser Arg Ala Thr
1 5

<210> 31

<211> 10

<212> PRT

<213> Homo sapiens

<220>
<223> CDR3 of E13 light chain variable region

<400> 31
Gln Gln Tyr Gly Ser Ser Prc Met Tyr Thr
1 5 10

<210> 32

<211> 11

<212> PRT

<213> Homo sapiens

220>
<223> CDR1 of E63 light chain variable region

<400> 32
Arg Ala Ser Gln Ser Ile Gly Ser Ser Leu His
1 5 10

<210> 33

<211> 7

<212» PRT

<213> Homo sapiens

<220>
<223> CDR2 of E63 light chain variable region

<400> 33

10



LYID ALE DBI Gl DEL rne Ser

1 5

- €210> 34

<211> &

<212> PRT

<213> Homo sapiens

<220>
<223> CDR3 of E63 light chain variable region

<400> 34
His Gln Ser Ser Ser Leu Pro Leu Thr
i 5

<210> 35

<211> 11

<212> PRT

<213> Homo sapiens

<220>
<223> CDRL of Fl% light chain wvariable region #2 (F1% kappa(B))

<400> 35

Arg Ala Ser Glu Gly Ile RAsn 3er Alz Phe Alsz
1 : 5 10

<210>» 386
<211 7

<212> PRT

<213> Homo sapiens

<Z20>
<223> CDRZ of F18 light chain variable region #2 {F19 kappa(B))

<400> 3¢
Bsp Ala Ser Ser Leu Glu Ser
1 5

<210> 37

<211> 9

«<212> PRT

<213> Homo sapiens

<220> '
<223> CDR3 of Fl1% light chain variable region #2Z (F19 kappa(B))

<400> 37

Gln Gln Phe Asn Ser Tyr Pro Leu Thr
1 3

<23i0> 38

<2ll> 11

<212> PRT

<213> Homo sapiens

11



<220>

<223> CDR1 of F23 light chain variable region

<400> 38

Arg Ala Ser Gln Gly Ile Ser Ser Ala Leu Als

1

<210> 39
<211> 7
<212> PRT
<213> Homo

<2285
<223>

<400> 39

5

sapiens

Asp Ala Ser Ser Leu Glu Ser

1

<210> 40
<211> &
<212> PRT
<Z13> Homo

<220>
<223>

<400> 40

5

sapiens

10

Gin Gln Phe Asn Ser Tyr Pro Leu Thr

1

<210>
<211i>
<2lz>
<213>

41
408
DNA
Homo

<220>
<223> cDNA
<400> 41

atggagttgg
gtgcagetgg
tgtgcagect
gggaaggggc
gactcigtyga
caaatgaaca
gcagettttg

<z210>
<211i>
<212>
<213>

42
414
DNA
Homo

<220>

<223> cDNA

<400> 42
atggagtttyg

5

sapiens

of El heavy chain variable region

ggctgtgetyg
tggagtctgyg
ctggattcac
tggagtgggt
sgggeegatt
gcctgagaga
actactgggg

[yt R -

ggttttcett
gggaggettg
cttcagtaga
ttcatacatt
caccatctcece
cgaggacacy
ccagggagcee

gttgetattt
gtacagectg
tttaacatga
agtagtagta
agagacaatg
getgtgtatt
ctggtcaccyg

CDR2 of F23 light chain variable region

CDR3 of F23 light chain variable region

tagaaggtgt
gggggtcect
actgggtecy
gttataccat
ccaagaacte
actgtgcgag
tctectea

of E13 heavy chain variable region

ccagtgtygag
gagactctcec
ccaggetecea
atactacgca
actggatctg
gagtatagca

60

120
180
240
300
360
408

ggctgagetg gatttteoctt gotgegatit taaaaggtgt ccagtgtgag 60

12



YA
ocp
0%¢E
o€
0%z
081
0zl

09

£zl
ey
0s¢
00€
ope
081
0Zi

09

1 YA
czp
09t
00t
0ve
081
ez
0¢

A%
09¢€
00¢€
ove
681
ozt

soeojbboeo
eaebebebeb
2915336800
oeibeoleEd
bbanceanwan
1o0beehHanb
106v0hbabb

o0303bo0oeD
pbibeohirieh
Brebaosols
bosoreseln
voooonobesd
SoeD320036
Beoooabaon

ooao0abooen
13ebhaebed
oo3033bwos
selnewsneEd
beobboogeh
onen300036
Beoooabano

B3LD
enbenwooel
Baobowoeee
sebeceesed
eoo30bbenn
oo7090ebes

oebbheesod
obBabaoesae
eebeenoabo
aeeebhbbdin
Bbpabeoaano
anekbeabab
1003503022

£l

BBBanaboeb
1babyobboe
ecebelfeon
ebbabrbLio
1B6BbabHbaes
bBbaybenbeo
303236583620

bazabboeso
oebboboochbo
elecoenlbe
bbbbeebbbe
oubanboban
evaobeohaBh
oeoeeehien

exbbbeeeqe
oeb3baoaoh
Boqbeberenn
ooooobenob
se23000163
0001630013
eebeeoenba

uothsz argeriza uteyd AsEsy €z IO

sbbowooebb
gbeb50623H25
1a1beooeehe
eeonesbesh
booaebhaoe
1o00eHebHBo
1bbEaebeno

beencbbbba
joe33e3563D
eooiboeoeb
pabezenioe
obbaoerene]
aax00beehiy
olatels)-ToYeYotnYol

oiboebbien
a1obboeoeblb
vaibesjeqes
oaeeebbbby
16616e0330
Baoebbeobo
Byooao0ann

sustdes

Eboeaoeind
oboobooeba
oeoybeboadh
jebbabebBba
01b6B166e
jalatololetot=teto]=
3393366153

uothex sTgerTI®A UTEYs Aaedy §14 IO

a1bBaoooreb
obabionenae
eebeesnabo
Bebbbhibene
Baobebbioe
1oo0o0ebebbo
1bBB3ebeno

bBeoobbbba
1523Bo0bboe
eoeberbeony
11e30%381R3
aoe21b65626H
33o0beebab
235Besbhbab

ooooebolab
sebbobanbo
2aeooeoibe
a1sTo el -ToT g
abeobeoabo
Baoebbeooo
shislohtelehials!

sustdes

BbBa1BebBHS
sebibiniod
bozbebeens
eBB1oebbBbe
o3x0b836E30
bhbboybebbe
13233656367

uotbaex sygeTIPA UTRUD Aaesy £57F IO

saoabooenn
bazesse3zba
peeDygebae
b&abbaeben
Boo1bbbaonh
100031bBBED

HHA000eehh
boobeoeneh
bebeesjoie
eeerobeper
gbaebbannb
baonbereabd

BenobEbbas
bebooveeed
ooeniseben
13e3boobba
oereabeniny
Baoobhehbhb

suatdes

3356633380
1o00beoeehn
BfSeeebiboon
15BB1bebb
oeo33ebbao
B5301behba

20100730236
Eaobeopenb
ebiobreban
oooaboooee
ooaebbioee
oonebebbos
HBbaebenon
aoysoebbie

S% <00bF>
YNOD <E£Z2>
<Qgg>

owon
¥NJ
6Z¥
44

<eTc>
<gle>
<T1Z>
<Qig>

203
Eboeabbank
Bioanbebao
ebeevsiooos
obEbEBeebbd
1036730606,
oeyobenBab
ooepoeeebaw

PP <Q09>
NGO <Ege>
<QZe>

QWOH
WNd
1444

Py

<Eiz>
<gZiz>
<TTZ>
<0TeZ>

=relel
Z3i3abaegane
eBaiobewbio
ooo300D0RY
ebHobennons
3236119063
oBaobenbab
ooeoverbaw

£€h <00¥>

¥NAD <EZZ2>
<pZg>

OUWOH
NG
1A
£V

<g1e¢>
<Zgie>
<TTZ>
<Q1C>

Babo3obbae
eeeona1o131
oenbanboen
obbbBeebbb
100beshaba
bHaobendyb



210>
<21il>
<2iz>»
<213>

46
384
DNA
Homo

<220>
<223> cDNA
<400> 46

atggaaacce
gaaattgtgt
ctetectgea
cctggecaqyg
gacaggttca
cctgaagatt
caggggacca

<210>
<Z2L1>
<212>
<213>

47
380
DNA
Homo

220>
<223> cDNA
<400> 47

atggaaacce
gazattgtgt
ctctectgea
cctggeecagy
gacaggttca
cectgasagatt
ggecagggya

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

48
378
DNA
Homo

<220>
<223> cDRA
<400> 48

atgtcegocat
attgtgctga
acctgeeggg
cagtctccaa
ttcagtgges
gatgctgeag
accaaggtgy

45
387
DNA
Homo

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

<220>

<223> cDNA

<400> 49
atggacatga

sapiens

of EIl kappe light chain variable

cagegeaget
tgacgecagte
gggecagtea
cteeccagget
gtggcagtgyg
ttgeagtgta
agctggagat

sapiens

tetettecte
tccaggeace
gagtgttage
ccteatctat
gtctgggaca
ttactgtecag
caaa

ctgctactcet
ctgtetttgt
agcagctact
ggtgecatcea
gacttcacte
cagtatggta

region #2

ggctcccaga
ctecagggga
taacctggta
gcagggecac
tcaccatcag
gctcaatgta

of E13 kappa light chain variable region

cagcgeaget
tgacgcagtc
gggccagtca
cteooccagyet
gtggcagtgg
ttgeagtgta
ccaagetgga

sapiens

tectettecte
tccaggcace
gagtgttage
cctecatetat
gtctgggaca
ttactgtcag
gatcaaacga

ctgctactet
ctgtcttigt
agcagectact
ggtgecatcea
gacttcactc
cagtatggta

ggcteocecaga
ctccagggga
tagecectggta
gcagggecac
tcaccatcag
gectcacceat

of E63 kappa light chain variable region

cacaactcat
ctcagtctce
ccagtcagag
agctecteat
gtggatcrgy
catattactyg
agatcaaa

sapiens

tgggtttctg
agactttcag
cattggtagt
caagtatgct

gacagattte

teatcagagt

ctgetotagy

tctgtgacte
agcttacact
tceecagteet
aceccteaccea
agtagtttac

ttccagecte
caaaggagaa
ggtaccagea
tctcaggggt
tcaatageect
cteteacttt

of F19 kappa light chain variable region #2

gggtecccecge tcagetcectg gggeotictge tgetetgget

14

taccaccgga
aagagccace
ceagcagaaa
tggcateeea
cagactggag
cacttttgge

taccaccygga
aagageccacc
ccagceagaaa
tggcatecea
cagactggag
gtacactttt

caggggtgaa
agtcaccatc

gaaaccagat
ccectegagy
ggaagctgaa
cggcggaggy

(E1 kappa(B))

60

120
180
240
300
360
384

50

120
180
240
300
360
380

60

120
18eC
240
300
360
378

(F19 kappa(B))

cccaggtgeo

60
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35 40 45
Ala Gly Leu Ala Val Gln Gly Trp Phe Leu Leu Gln Leu His
50 55 60
Leu Gly Glu Met Val Thr Arg Leu Pro Asp Gly Pro Ala Gly
65 70 75
Giu Gln Leu Ile Gln Glu Arg Arg Ser Kis Glu Val Asn Pro
85 90
His Leu Thr Gly Ala Asn Ser Ser Leu Thr Gly 8er Gly Gly
100 105 110
Leu Trp Glu Thr Gln Leu Gly Leu Ala Phe Leu Arg Gly Leu
115 120 125
His Asp Gly Ala Leu Val Val Thr Lys Ala Gly Tyr Tyr Tyr
130 135 140 )
Ser Lys Val Gln Leu Gly Gly Val Gly Cys Pro Leu Gly Leu
145 150 155 '
Thr Ile Thr His Gly Leu Tyr Lys Arg Thr Pro Arg Tyr Pro
165 170
Leu Glu Leu Leu Val Ser Gln Gln Ser Pro Cys Gly Arg Ala
180 185 180
Ser Ser Arg Val Trp Trp Asp Ser Ser Phe Leu Gly Gly Val
185 200 205
Leu Glu Ala Gly Giu Glu Val Val Val Arg Val Leu Asp Glu
210 215 220
Val Arg Leu Arg Asp Gly Thr Arg Ser Tyr Phe Gly Ala Phe
225 230 235
<210> 53
<211l> &30
<212> DNA
<213> Homo saplens
<220>
<223> a scluble FLAG-tagged RLIGHT (240 aa)
<400> 53
atgeectggga agatggtogt gatccttgga geoctcaaats tactttggat
gettetcaag ctgactacaa ggacgacgat gacaagtacg taggagagat
ctgcctgacyg gacctgcagg ctcctgggag cagetgatac aagagegaag
gtcaacccag cagegeatct cacaggggee aactccaget tgaccggeoag
ctgttatggy agactcaget gggcctggeco ttcectgaggg goctcageta
gcoccttgtgy tcaccaaage tggctactac tacatctact ccaaggtgea
gtgggetgee cgotgggect ggecageace atcacccacyg gectctacaa
cgetaccecy aggagetgga getgttggte agcoccagceagt cacccotgogg
agcagctcece gggtetggty ggacageage ttectgggtg gtgtggtaca
ggggaggagg tggtcgtccg tgtgetggat gaacgectgy ttcgactgeg
cggtcttact tcggggettt catggtgtga
<210> 54
<21il> 183
<212> PRT
<213> Homo sapiens
<220>
<223> a scluble FLAG-tagged hLIGHT (183 aa)
<400> 54

Esp Tyr Lys ARsp Asp Asp Asp Lys Gly Glu Met
i

5

i0

Asp Gly Pro Ala Gly Ser Trp Glu Gin Leu Ile

20

25

16

Val Thr Arg

Gln Glu Arg
30

Trp
Ser
Ala
895

Pro
Ser
Ile
Ala
Glu
175
Thr
Val

Arg

Met

Arg
Trp
80

Ala
Leu
Tyr
Tyr
Ser
160
Giu
Ser
His
Leu

Val
240

aatgtttgeca
ggtcaccege
gtcteacygayg
cgggggaccy
ccacgatggg
gotgggeggt
gegeacacce
acgggeccacce
cctggagget
tgatggtace

Leu Pro
18
Arg Ser

80

120
1890
240
300
360
420
4890
540
6090
630



Fro
Gly
Leu
Tyr
85

Leu
Pro
Ala

Val

Glu

165

Phe

Ala
Fro
Ser
74

Ile
Ala
Glu
Thr
Val
150
Arg

Met

Ala
Leu
55

Tyr
Tyr
Ser
Glu
Ser
135
His
Leu

Val

Artificial Sequence

Artificial Zecguence

His
440

Leu
His
Ser
Thr
Leu
12¢
Ser

Leu

Val

Leu Thr
Trp Glu
Asp Gly
Lys Val
80

Ile Thr
105

Glu Leu
Ser Arg
Glu Ala

Arg Leu
170

tcttgtecac cttggtgttg ctgggettygt g

H1s Giu Val Asn
35 .
Thr Gly Ser Gly
50

Phe Leu Rrg Gly

63

Ala Gly Tyr Tyr

Cys Pro Leu Gly
100

Thr Pro Arg Tyr

113
Pro Cys Gly Aryg
13C

Phe Leu Gly Gly

145

Arg Val Leu Asp

Tyr Phe Gly Ala
186

<210> 55

<211> 22

<212> DNA

<213>

<220>

<223> primer RACEUPSS!'

<400> 55

ctaatacgac tcactatagg gc

<210> 56

<211> 31

<212> DNA

<213>

<220>

<223> primer IgGlp

<400> 56

<210> 57

<211> 30

<Z21Z> DNA

<Z13>

<220>

<223> primer HKS

<400> 57

aggcacacaa cagaggeagt tccagatttce

<210> 58
<211> 18

<21l2>
<213>

<220>

DNA
Artificial Seqguence

Artificial Seguence

17

Gly
Thr
Ela
75

Gln
His
Leu
Val
Gly

155
Arg

Ala
Gin
60

Leu
Leu
Gly
Val
Trp
140
Glu

Asp

Asn
45
Leu

Val

Ser
Gly
val
Gly
Tyr
110
Gln
Asp

Val

Thr

Ser
Leu
Thr
Val
895

ys
Glin
Ser

Val

Arg
175

Leu
Alz
Lys
80

Gly
hrg
Ser
Ser
Val

160
Ser

22

31



<ZZ3> primer MIIY

<400> 58
gtaaaacgac ggecagtg

<210> 55

<211i> 17

<212> DNA

<213> Artificial Sequence

<220>
<223> primer ML3R

<400> 5%
caggaaacag ctatgac

<21C> 60

<211i> 41

<212> DNA

<213> Artificial Sequence

<220>
<223> primer E63HF85

<400> 60
agagagagag gtcgaccacc atgaaacacc tgtggttett c

<210> 61

<21i> 37

<212> DNA

<213> Artificial Seguence

<Z20>
<223> primer E63HR38

<400> 61
gagagagaga gotagetgag gagacggtga ccagggs

<Z10> 62

<211> 42

<212> DNA

<213> Artificial Sequence

<220>
<223> primer E&3LFB84

<400> 62
agagagagag atctctcacc atgtegecat cacaactcat tg

<210> €3

<211> 40

<212> DNA

<213> Artificial Seguence

<220>
<223> primer EG63LR43

<400> 63
agagagagag cgltacgtttg atctecacct tggtcecctce

<210> 64

18

18

17

41

37

42

40



<211> 25
<212>. DNA
<213> Brtificial Sequence

<220>
<223> primer HH-2

<400> 64
gctggaggyge acggtcacca cgetg

<210> 65

<211> 26

<212> BNA

«<213> Artificial Sequence

<220>
<223> primer HK-2

<400> €5
gttgaagctce tttgtgacgg gecgagce

<210> 66

<21l1> 41

<212> DNA

<213> Artificial Sequence

<220>
<223> primer F23HFG6

<400> 66
agagagagayg gtcgaccacc atggacctcc tgcacaagaz o©

<210> 67

<211> 34

<Z212> DNA

<213> Artificial Sequence

<220>
<223> primer FZ3HR55

<400> 67
agagagagag gctagectgag gagacggtga cogt

<210> 68

<211> 42

<212> DNA

<213> Artificial Sequence

<220>
<223> primer F23LF36

<400> 68
agagagagag atctctcacc atggacatga gggtceccge o

<210> 89

<211> 40

<212> DNA

<213> Artificial Seguence

<220>
<223> primer F23LR43

19

25

26

41

34

42



<400> 69
agagagagag cgtacgtttg atctecacct tggtecctee

<210> 70

<2il> 41

<212> DNA

<213> Artificial Sequence

<220> .
<223> primer EL1HFSall

<400> 70
agagagagag gtcgaccacc atggagttgyg ggctgtgetg g

<210> 71

<211> 37

<212> DNA

<213> Artificial Sequence

<220>
<223> primer ElHRNhel

<400> 71
agagagagag gctagetgag gagacggtga cocagggce

<210> 72

<211> 41

<21Z> DNA

<213> Artificial Sequence

<220>
<223> primer F19HFSall

<400> 72
agagagagag gtcgaccacce atgaaacacce tgtggttctt ¢

<210> 73

<211> 37

<212> DNA

<213> Artificial Seguence

<220>
<223> primer F19HRNhel

<400> 73
agagagagag gctagetgag gagacagtga cegtggt

<210> 74

<21i> 42

<212> DNA

<213> Artificial Sequence

<220>
€223> primer ELKF2+3BgllIX

<400> 74
agagagagag atctectcace atggaaacce cagcgcaget te

<210> 75
<211l> 40

20

40

41

37

37

42z



<Z1Z2> DNA
<213> Artificial Seguence

<220>
<223> primer EL1KRZBsiWI

<400> 75
agagagagag cgtacgtttg atctccaget tggtoccoty

<210> 76

<211> 40

<212> DNA

<213> Artificial Sequence

<220>
<223> primer EI1KR3BsiWI

<400> 76
agagagagag cgtacgtttg atttccecacct tggtcecttg

<210> 77

<2i1> 40

<212> DNA _
<213> Artificial Sequence

<220>
<223> primer F18KR1+Z2BsiWI

<400> 77
agagagagag cgtacgtttyg atctecacet tggtecctce

<210> 78

<211> 40

<212> DNA

<213> Artificial Seguence

220>
<223> primer F13KR3BsiWI

<400G> 78
agagagagayg cgtacgtttg atctccaget tggtoccetg

<210> 7¢

<211> 42

<212> DNA

<213> Artificial Segquence

<220>
<223> primer FIOKF1+2+3Bglll

<400> 79
agagagagay atctctcacc atggacatga gggtcececege to

<210> BO

<211> 23

<Z212> DNA

<2313> Artificial Sequence

<220>
<223> forward primer

21

40

40

40

40

42



<400> 80
gtaggagaga tggtcacceg cct

<210> 81
<211> 37

<212>

DNA

<213> Artificial Sequence

<220>

<223>

<400> 81
ggaacgcgas ttcocecacgtg tcagacccat gteocaat

<210> 82
<211i> 12

<212>

8

PRT

reverse primer

<213> Homo' sapiens

<220>

<223>

<400> 82
Asp Met Arg Val Pro Ala

Met
1
Leu
Leu
Gln
Ala
65
Pro

Ile

Phe

Pro
Ser
Gly
50

Pro
Ser

Ser

Asn

<210> 83
<211» 12
<212> PR

<213>

<220>

<R23>

Gly
Ala
35

Ile
Lys
Arg

Ser

8
T

Ala
20

Ser
Ser
Leu

Phe

Leu
100

r Tyr

5
Arg Cys

Val Gly

Ser Ala

TLeu Ile
76

Ser Gly

85

Gln Pro

Arg Thr

Homo sapiens

Ala
Asp
Leu
55

Tyr

Ser

Gln
Ile
Arg
40

Ala
Asp
Gly
Asp

Leu
120

El kappa light chain variable

Leu

Gln
25
Val

Ser

Pha
105
Ala

region #3i

Leu
10
Leu

Thr

Amino acid sequence of ¢DNA of El

variable region #3 (El kappa(C})

<400> 83

Met
1
Asp
Leu

Val

Pro
65

Glu
Thr
Ser
Ser

50
Arg

Thr
Thr
Pro
35

Ser

Leu

Pro
Gly
20

Gly

Ser

Leu

Ala Gln
5

Glu Ile

Glu Arg

Tyr Leu

Ile Tyr
70

Leu
Val
Ala
Ala

55
Gly

Leu
Leu
Thr
40

Trp

Rla

Phe
Thr
25

Leu

Tyr

Ser

Leu
10

Gln
Ser

Gln

Asn

22

Gly Leu Leu
Thr Gln Ser

Ile Thr Cys
45
Gln Gln Lys
60
Ser Leu Glu
75
Thr Asp Phe

Thr Tyr Tyr

Gly Pro Ser
125

kappa light

Leu Leu Leu
Ser Pro Gly

Tyr Arg Alsa
45
Gln Lys Pro
€0
ARrg Ala Thr
75

Leu

Fro

(E1 kappa(R))

Leu
15

Ser
Ala
Gly
Gly
Leu
95

Gln

Arg

chain

Trp

Thr

e
~

Ser
Gly

Gly

Leu
15

Leu
Gln
Gln

Ile

Trp
Ser
Ser
Lys
Yal
80

Thr
Gln

Ser

Pro
Ser
Ser
Ala

Pro
80

23

37



Asp Arg Phe Ser Gly Ser Gly Ser Gly Thy Asp Phe Thr Leu Thr Ile
85 SC g5
Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gin Tyr
100 105 110
Gly Ser Ser Pro Trp Thr Phe §ly Gln Gly Thr Lys Val Glu Ile Lys
115 120 ‘ 125

<Z10> B4

<21l>» 11

<212> PRT

<213> Homo sapiens

<220>
<223> CDR1 of El light chain variable region #1 (El kappalB)}

<4C0> 84
Arg ARla Ser Gln Gly Ile Ser Ser Ala Leu Ala
1 5 10

<210> B5

<211> 12

<212» PRT

<Z13> Homo sapiens

<220>
<223> CDRl1 of El light c¢hain variable region #3 (El kappall))

<400> 85 .
Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10

<210> 86

<21i> 7

<212> PRT

<213> Homo sapiens

<220>
<223> CDRZ of E1 light chain variable region #1 (E1 kappa(R))
<400> 86
Asp Ala Ser Ser Leu Glu Ser
1 5
<210> 87
<211> 7
<21Z>» PRT
<213> Homo sapiens
<220>
<223> CDRZ of El light cheain variable region #3 (El1 kappa(C}}
<400> 87
Gly Ala Ser Asn Arg Ala Thr
i 5
<210> 88

23



<LLi> 8
<212> PRT
<213> Homo sapiens

220>
<223> CDR3 of El light chain variable region #1 (EL kappai{A}))

<400> 88
Gln Gln Phe Asn Ser Tyr Arg Thr
1 5

<210> 8%

<211> 9

<212> PRT

<213> Homo sapiens

<220>
<223> CDR3 of El light chain variable region #3 (El kappa(C}))
<400> 89
Gln Gin Tyr Gly Ser Ser Pro Trp Thr
1 5
<210> 8¢
<211» 12%
<212> PRT
<213> Homo sapiens
<220>
<223> Fl9 kappa light chain varizble region #1 (F1% kappa{A})
<400> 80
Met Asp Met Arg Val Pro Ala Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 15 15
Val Pro Gly Ala Arg Cys Asp Ile Gin Lew Thr Gln Ser Pro Ser Ser
20 25 30
Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Val Ser
35 40 45
Gln Gly Ile Ser Ser Tyr Leu Asn Trp Tyr Arg Gln Lys Pro Gly Lys
50 ' 55 60
Val Pro Lys Leu Leu Ile Tyr Ser Ala Ser Asn Leu Gln Ser Gly Val
£5 70 75 8C
Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
82 90 a5
Ile Ser Ser Leu Gln Pro Glu Asp Val Ala Thr Tyr Tyr Gly Gln Arg
100 103 110
Thr Tyr Asn Ala Pro Pro Thr Phe Gly Gly Gly Thr Lys Val Glu Tle
115 120 125
Lys
<210> 91
<211> 129
<212> PRT

<213> Homo sapiens

<220>
<223> F19 kappa light chain variable region #3 (F19 kappa(C})

24



<400> 91

Met Asp Met
1

Leu Pro Gly

Leu Ser Ala
35
Gin Gly Ile
50
Rla Pro Glu
£5
Pro Ser Arg

Ile Ser Cys

Tyr Tyr Ser
115

<210> 82
<211> 126
<212> PRT

Arg
Ala
20

Ser
Ser
L.eu
Phe
Leu

100
Phe

Val Pro
Arg Cys
Thr Gly
Ser Tyr
Leu Iie
70

Ser Gly
85

Gln Ser

Pro Tyr

<213> Homo sapiens

<220>

Ala
Val
Asp
Leu
55

Tyr
Ser

Glu

Thr

Gln
Ile
Arg
40

Ala
Ala

Gly

Phe
120

Leu
Trp
25

Val
Trp
Ala
Ser
Phe

105
Gly

Leu
10

Met
Thr
Tyr
Ser
Gly
80

Ala

Gin

Gly
Thr
Ile
Gin
Thr
75

Thr
Thr

Gly

Leun
Gln
Ser
Gln
60

Leun
AsSp
Tyr

Thr

Leu
Ser
Cys
45

Lys
Gln
Phe

Tyr

Lys
125

Leu
Pro
30

Arg
Pro
Ser
Thr
Cys

110
Leu

Leu
15

Ser
Met
Gly
Gly
Leu
95

Gin

Glu

<223> Aminc acid sequence of cDNA of FLS kappa light chain
(F19 kappa (D}}

variable region #4

<400> 92

Met Glu Ala
1

Asp Thr Thr

Lew Ser Pro
35
Val Ser Ser
50
Arg Leu Leu

Arg Phe Ser
Ser Leu Glu
Asn Trp His

115

<210> 93
<Z211l» 11
<212> PRT

Pro
Gly
20

Gly
Tyr
Ile
Gly
Pro

100
Pro

bla Gln Leu Leu

5
Glu Ile

Glu Arg

Leu Ala

Tyr Asp
70

Ser Gly

85

Glu Asp

Val Arg

<213> Homo sapiens

<220>

Val
Ala
Trp
55

Ala
Pro

Phe

Pro

Leu
Thr
40

Tyr
Ser
Gly
Ala

Arg
120

Phe
Thr
25

Leu
Gln
Asn
Thr
Val

105
Asp

Leu
19
Glin

Arg
Asp
90

Tyr

Gln

Leu
Ser
Cys
Lys
Ala

75
Phe

Leu

Pro
Thr
Thr
Cys

Gly

Leu
BAla
Ala
45

Gly
Gly
Leu

Gin

Rsp
125

Trp
Thr
30

Ser
Gln
ile
Thr
Gln

11¢
Ser

Leu
15

Leu
Glin
Ala
Pro
Ile

95
Arg

Trp
Leu
Ser
Lys
Val
80

Thr
Gln

Ile

Pro
Ser
Gly
Pro
Ala
80

Ser

Ser

<223> CDRl of F19 light chain variable region #1 {F19 kappai{A))

<400> 83

Arg Val Ser Gln Gly Ile Ser Ser Tyr Leu Asn

i

5

10

25



<210> 94

<211> 11

<212> PRT

<213> Homo sapiens

<220> .
<€223> CDR1 of F1% light chain variable region #3 (F12 kappal(C))

<400> 84
Arg Met Ser Gln Gly Ile Ser Ser Tyr Leu Ala
1 5 10

<210> 85
<21l> 11
<212> PERT
<213> Homo sapiens

<220>
<223> CDR1 of F19 light chain wvariable region #4 (F18 kappa(D}}

<400> 85
Arg Ala Ser Gln Gly Val Ser Ser Tyr Leu Ala
1 5 10

<210> 96

<211> 7

<212> PRT

<213> Homo sapiens

<220>
<223> CDRZ of F19 light chain variable region #1 (F19 kappa(Ah)|

<400 26
Ser Ala Ser Asn Leu Gln Ser
1 5

<210> 97

<211> 7

<212> PRT

213> Homo sapiens

<220>
<223> CDR2 of F18 light chain variable region #3 (F18 kappa(C))

<400> 87
Alz Ala Ser Thr Leu Gln Ser
1 5

<210> 98

<21ii> 7

<212>» PRT

<213> Homo sapiens

<220>
<223> CDRZ of F19 light chain variable recicn #4 (F19 kappa{D})

26



<400> 98

Asp BAla Ser Asn Arg Ala Thr

1

<210> 99
€«211> 8
<212> PRT

5

<213> Homo sapiens

<220>

<223> CDR3 of F1% light chain variable region #1

<400> 9%

Gln Arg Thr Asn Ala Pro Pro Thr

AL

<Z10> 100
<211> 8
<212> PRT

3

<213> Homo sapiens

<220>

{F18 kappa(A)!

<223> CDR3 of F19 light chain variable region #3 {F19 kappa(C))

<400> 100

Gln Gln Tyr Tyr 8er Phe Pro Tyr Thr

1

<210> 101
<211> 8
<212> PRT
<213>» Homo

<220>

<223> CDR3 of F19% light chain variable region #4

<4Q0> 101

Gln Gln Arg Ser Asn Trp His Pro

1

<21C> 102
<211> 386
<212> DNA
<213> Homo

<220>
<223> oDNA

<400> 102

atggacaiga
agatgtgcea
gtecaccatca
aaaccaggga
ccatcaaggt
cagectgaag
gecaggggac

5

sapiens

5

sapiens

of El kappa light chain variable

gggtceoege
tcecagttgac
cttgecgygge
aagctcectaa
tcagcecggeayg
attttgecaac
caagctggag

tecageteotyg
ccagtcteca
aagtcaggge
gctectgate

tggatctggy
ttattactgt

gggcttctge
tectecetgt
attagcagtg
tatgatgcct
acagatttca
caacagttta

27

region #1

tgctectgget
ctgcatctgt
cttiagecty
ccagtttgga
ctctcaccat
atagttaccyg

{F19 kappa{D))

cececaggtgce
aggagacaga
gtatcageag
aagtyggggtc
cagcagectg
tacacttttyg

{E1l kappa(A))

60

120
180
240
300
360
386



<Z10>
<Z11l>
<212>
<213>

103
384
DNA
Homo

<220>
<223>

<400> 103
atggaaacec
gaaattgtgt
ctetectaca
cectggecagy
gacaggttca
cctgaagatt
caagggacca

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

104
387
DNA
Homo

<220>
<223> cDNA
<400> 104

atggacatga
agatgtgaca
gtcaccatca
azaccaggga
cecatcteggt
cagcctgasag
ggcggaggga

<210>
<211>
212>
<213>

105
387
DNA
Homo

<220>
<223> cDNA
<400> 105

atggacatga
agatgtgtea
gtcaccatca
aaaccaggyga
ccatcaaggt
cagtctgaag
ggceagggga

106
380
DNA
Homo

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

<220>
<223> cDNA

<400> 106

sapiens

cagcgeaget
tgacgcagtc
gggccagtca
cteoeagget
gtggeagtgg
ttgcagtgta
aggtggaaat

sapiens

tetcttecte
tcecaggeace
gagtgttage
cctecatectat
gtctgggaca
ttactgtcag
caaa

cDNA of El kappz light chain variable

ctgectactet
ctgtetttgt
agcagctact
gatgeatcca
gactteactc
cagtatggta

region #3

ggcteoeaga
ctececagggga
tagectggta
acagggecac
tcaccatcag
gctcaccgty

of F19 kappa light chain variable region #1

gggteccecge
tecagttgac
cttgecgggt
aagttcctaa
tcagtggcag
atgttgcaac
ccaaggtggoa

sapiens

of Fi8 kappa chain variakle region #3

gggtecceoge
tcotggatgac
gttgtcggat
aagceceetga
tcagtggeag
attttgcaac
cecaagctgyga

sapiens

of F19 kappa chain variable region #¢4

tcagctecty
ccagitcteca
gagtcaggge
gctectgate
tggatcetggg
ttattacggt
gatcaaa

tcagcteetyg
ccagtcteca
gagtcaggge
gctectgate
tggatetggg
ttattactgt
gatcaaa

gggectectac
teccteeeotgt
attagcagtt
tatagtgeat
acagatttca
caacggactt

gggcteetge
tecttactet
attagcagtt
tatgcetgeat
acagatttca
caacagtatt

98

tgectetgggt
ctgeatetgt
atttaaattg
ccaatttgea
ctctcactat
acaatgccece

tgctetgget
ctgecatctac
atttagececty
ccactttgea
ctctcaccat
atagtttece

(E1 kappa (C)

taccaceggs
aagageccacc
ccagcagaaa
tggcateceea
cagactggag
gacgttcgge

}

&0

120
180
240
300
360
384

{F18 kappa(A))

ccecaggtgee
aggagacaga
gtatcggcag
atctggagtc
cagcagectg
tcceacttte

(F19 kappa(C})

cceaggtgeco
aggagacaga
gtatcagcaa
aagtggggtc
cagctgeetg
gtacactttt

{F1% kappai{D))

60

120
180
240
300
360
387

60

120
180
240
300
360
387



atggaageccee
gaaattgtgt
ctetectgea
ggecaggetce
aggttcagtyg
gaagattttg
gaccaaggtg

cagcgeaget
tgacacagtc
gggecagtca
ccaggeteet
gcagtggace
cagtttatta
gagattcaaa

tctetteacte
tecagececace
gggtgttage
catctatgat
tgggacagac
ctgtcageag

ctgetactet
ctgtetttgt
agctacttag
gcateccaaca
ttecactetca
cegtagcaact

29

ggctcccaga
ctecagggga
cctggtacca
gggccactgg
ccatcageag
ggcatccegt

taccaccgga
aagagecace
gcagaaacct
catceceocagec
coctagagect
tcggccaagg

50

120
180
240
300
360
380



