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GARP Sequence Listing

SEQUENCE LISTING

Université Catholique de Louvain
LUCAS Sophie

ANTI-GARP PROTEIN AND USES THEREOF

cv - 285/PCT
52
BissSAP 1.3

1

662
PRT .
Homo sapiens

1

Met Arg

1

Ala Ala

val Ser

Pro Asp

50

Leu Ala

65

Ser Thr

Thr His

Thr Ala

Leu Asp
130
Leu Gly

145

Leu Thr

GIn Leu

Phe Glu

Leu Thr
210
Leu Ser

225

Ala GTu

His Phe

ser Asn

Gly Ile
290
Pro Ser

305

Asp Leu

His Leu

Thr phe

Asp Leu
370
Leu Gly

Pro
Gln
Cys
35

Thr
Ser
Asn
Leu
Leu
115
Leu
Glu
Arg
Asp
Gly
195
Cys
Cys
Phe
Pro
Asn
275
His
Gly
ser
Thr
Glu
355
Ser

Ser

Gln
His
20

GlIn
Glu
Pro
Glu
Glu
100
sSer
ser
Ala
Leu
Leu
180
Leu
Ile
Asn
Gln
Asp
260
Leu
Ala
Asn
Tyr
ser
340
Ala
His

Leu

Ile
5
GlIn
val
Thr
Leu
Ile
85
His
Ala
Gly
Pro
Thr
165
His
Pro
Ser
sSer
Leu
245
Leu
Ile
Pro
Ala
Asn
325
Leu
Arg
Asn

Arg

Leu
Asp
Leu
Leu
Gly
70

Ser
Leu
Gly
Asn
sSer
150
Arg
Ser
Arg
Asp
Ile
230
Thr
Ala
Arg
Ser
Ser
310
Glu
Cys
Arg
Ala

Thr

Leu
Lys
Gly
Asp
Phe
Phe
Ser
Gly
Ser
135
Leu
His
Asn
Leu
Phe
215
Glu
Trp
Ala
Leu
Glu
295
Gly
Ile
Phe
Leu
Leu

375
Leu

Leu
val
Leu
40

Leu
Tyr
Leu
Leu
Leu
120
Leu
His
Thr
val
Thr
200
ser
Ala
Leu
Leu
Pro
280
Gly
Arg
Glu
Leu
Gly
360
Glu

Leu

Leu
Pro
25

Leu
ser
Thr
Gln
Ala
105
Gly
Tyr
Thr
Phe
Leu
185
His
Leu
Phe
Asp
Pro
265
Thr
Trp
Pro
Leu
Asn
345
Ser
Thr

Leu

Ala
10

Cys
Gln
Gly
Ala
Pro
90

His
Pro
Ser
Leu
Arg
170
Met
Leu
Gln
Gln
Leu
250
Arg
Gly
ser
Leu
Ile
330
Leu
Leu
Leu

Gln
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Leu
Lys
val
Asn
Leu
Gly
Asn
Leu
Gly
ser
155
Asp
Asp
Asn
Gln
Thr
235
Arg
Leu
Pro
Ala
Ser
315
Pro
ser
Pro
Glu

Gly

Leu
Met
Pro
Gln
60

Arg
Ala
Arg
Pro
Leu
140
Leu
Met
Ile
Leu
Leu
220
Ala
Glu
Ile
Pro
Leu
300
Gln
Asp
Arg
Cys
Leu

380
Asn

Thr
val
ser
45

Leu
His
Phe
Leu
Arg
125
Leu
Ala
Pro
Glu
ser
205
Arg
ser
Asn
Tyr
Gln
285
Pro
Leu
Ser
Asn
Leu
365
Gly

Ala

Leu
Asp
val
Arg
Leu
Gln
Ala
110
val
Glu
Glu
Ala
AsSp
190
Arg
val
Gln
Lys
Leu
270
Asp
Leu
Leu
Phe
Cys
350
Met
Ala

Leu

Gly
15

Lys
Leu
Ser
Asp
Ala
95

Met
Thr
Arg
Asn
Leu
175
Gly
Asn
Leu
Pro
Leu
255
Asn
ser
Ser
Asn
Leu
335
Leu
Leu
Arg

Arg

Leu
Lys
Pro
Ile
Leu
80

Leu
Ala
ser
Leu
Ser
160
Glu
Ala
Ser
Asp
Gln
240
Leu
Leu
Lys
Ala
Leu
320
Glu
Arg
Leu
Ala

Asp



GARP Sequence Listing
385 390 395 400
Leu Pro Pro Tyr Thr Phe Ala Asn Leu Ala Ser Leu GIn Arg Leu Asn
405 410 415
Leu GIn Gly Asn Arg val Ser Pro Cys Gly Gly Pro Asp Glu Pro Gly
420 425 430
Pro Ser Gly Ccys val Ala Phe Ser Gly Ile Thr Ser Leu Arg Ser Leu
435 440 445
Ser Leu val Asp Asn Glu Ile Glu Leu Leu Arg Ala Gly Ala Phe Leu
450 455 460
His Thr Pro Leu Thr Glu Leu Asp Leu Ser Ser Asn Pro Gly Leu Glu
465 470 475 480
val Ala Thr Gly Ala Leu Gly Gly Leu Glu Ala Ser Leu Glu val Leu
485 490 495
Ala Leu GIn Gly Asn Gly Leu Met val Leu Gln val Asp Leu Pro Cys
500 505 510 )
Phe Ile Cys Leu Lys Arg Leu Asn Leu Ala Glu Asn Arg Leu Ser His
515 520 525
Leu Pro Ala Trp Thr Gin Ala val Ser Leu Glu val Leu Asp Leu Arg
530 535 540
Asn Asn Ser Phe Ser Leu Leu Pro Gly Ser Ala Met Gly Gly Leu Glu
545 550 555 560
Thr Ser Leu Arg Arg Leu Tyr Leu GIn Gly Asn Pro Leu Ser Cys Cys
565 570 575
Gly Asn Gly Trp Leu Ala Ala Gln Leu His Gln Gly Arg val Asp val
580 585 590
Asp Ala Thr GIn Asp Leu Ile Cys Arg Phe Ser Ser Gln Glu Glu val
595 600 605
Ser Leu Ser His val Arg Pro Glu Asp Cys Glu Lys Gly Gly Leu Lys
610 615 620
Asn ITe Asn Leu Ile Ile ITe Leu Thr Phe Ile Leu val Ser Ala Ile
625 630 635 640
Leu Leu Thr Thr Leu Ala Ala Cys Cys Cys val Arg Arg GIn Lys Phe
645 650 655
Asn GIn GIn Tyr Lys Ala
660

<210> 2

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> VH-CDR1

<400> 2
§1y Phe Ser Leu Ehr Gly Tyr Gly Ile ggn

<210> 3

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> VH-CDR2

<400> 3
ﬁet Ile Trp Ser ésp Gly Ser Thr Asp I%r Asn Ser val Leu Igr Ser

<210> 4

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
Page 2



<223> VH-CDR3

<400> 4

GARP Sequence Listing

ésp Arg Asn Tyr Eyr Asp Tyr Asp Gly ﬁga Met Asp Tyr

<210> 5

<211> 11
<212> PRT |
<213> Artificial Sequence

<220>

<223> VL-CDR1

<400> 5

iys Ala ser Asp ?is ITe Lys Ash Trp Leu Ala

<210> 6
<211> 7

<212> PRT
<213> Artificial Sequence

<220>

<223> VL-CDR2

<400> 6

Gly Ala Thr Ser Leu Glu Ala

1

<210> 7
<211> 9

<212> PRT
<213> Artificial Sequence

<220>

<223> VL-CDR3

<400> 7

5

g1n Gln Tyr Trp ger Thr Pro Trp Thr

<210> 8

<211> 140
<212> PRT
<213> Artificial Sequence

<220>

<223> heavy chain variable region

<400> 8
Met Ala
1

ITe Leu

Pro Ser
Thr Gly
50

Glu Trp
65

val Leu
val phe
Tyr Cys

Tyr Trp

val
ser
Gln
35

Tyr
Leu
Thr
Leu
Ala

115
Gly

Leu
Gln
20

Ser
Gly
Gly
Ser
Lys
100
Arg

Gln

Ala
5
val
Leu
Ile
Met
Arg
85
Met
Asp

Gly

Leu
Gln
Ser
Ash
Ile
70

Leu
Asn
Arg

Thr

Leu
Leu
Ile
Trp
55

Trp
Arg
Ser

Asn

Ser

Phe
Lys
Thr
40

val
ser
Ile
Leu
Tyr

120
val

Cys
Glu
25

Cys
Arg
Asp
Ser
GlIn
105
Tyr

Thr

10

Leu val
10

Ser Gly
Thr val
Gln Pro
Gly ser

75

Lys Asp
val Asp
Asp Tyr

val ser
Page 3

Thr
Pro
Ser
Pro
60

Thr
Asn
Asp
Asp

ser

Phe
Gly
Gly
45

Gly
Asp
Ser
Thr

Gly
125

Pro
Leu
Phe
Lys
Tyr
Asn
Ala

110
Ala

Ser
val
Ser
Gly
Asnh
ser
95

Arg

Met

Cys
Ala
Leu
Leu
Ser
GIn
Tyr
Asp



GARP Sequence Listing

130 135 140
<210> 9
<211> 127
<212> PRT
<213> Artificial Sequence
<220>
<223> Tight chain variable region
<400> 9
get Lys Phe Pro Ser Gln Leu Leu Leu ;ge Leu Leu Phe Arg
5
Gly Ile Ile g%s Asp Ile GIn val Thr Gln Ser Ser Ser ggr
25
val ser ;gu Gly Asp Arg val Tgr Ile Thr Cys Lys ﬁga Ser
4
Ile E%S Asn Trp Leu Ala Trp Tyr GIn GIn Lys 250 Gly Ile
55
ggg Leu Leu val ser Gly Ala Thr Ser Leu ?gu Ala Gly val
70
Arg Phe Ser Gly Ser Gly Ser Gly Lys Sgn Phe Thr Leu Ser
85
Ser Leu GIn Thr Glu Asp val Ala Thr Tyr Tyr Cys Gln Gln
100 105 110
ser Thr Pro Trp Thr Phe Gly Gly Gly Thr Thr Leu Glu Ile
115 120 125
<210> 10
<211> 420
<212> DNA
<213> Artificial sSequence
<220>
<223> heavy chajn variable region
<400> 10
atggctgtcc tggcattact cttctgcctg gtaacattcc caagctgtat
gtgcagctga aggagtcagg acctggcctg gtggcgcecect cacagagcct
tgcaccgtct cagggttctc attaaccggc tatggtataa actgggttcg
ggaaagggtc tggagtggct gggaatgata tggagtgatg gaagcacaga
gttctcacat ccagactgag gatcagtaag gataattcca atagccaggt
atgaacagtc tgcaagttga tgacacagcc aggtactatt gtgccagaga
tatgattacg acggggctat ggactactgg ggtcaaggaa cctcagtcac
<210> 11
<211> 381
<212> DNA
<213> Artificial sequence
<220>
<223> Tight chain variable region
<400> 11
atgaagtttc cttctcaact tctgctcttc ctgctgttca gaatcacagg
gacatccagg tgacacaatc ttcatcctac ttgtctgtat ctctaggaga
atracttgca aggcaagtga ccacattaaa aattggttag cctggtatca
ggaattgctc ctaggctctt agtttctggt gcaaccagtt tggaagctgg
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Ile Thr
15
Leu Ser

Asp His

Ala Pro

Ser
80
Thr

Pro
ITe

95

Tyr Trp

Arg

cctttccecag
gtccatcaca
ccagcctcca
ctataattca
tttcttaaaa
tcgaaactac

cgtctectea

cataatatgt
cagggtcacc
gcagaaacca

ggttcctteca

60
120
180
240
300
360
420

60
120
180
240



GARP Sequence Listing
agattcagtg gcagtggatc tggaaagaat ttcactctca gcattaccag tcttcagact
gaagatgttg ctacttatta ctgtcaacag tattggagta caccgtggac gttcggtgaa

ggcaccactc tggagatcag a

<210> 12

<211> 41

<212> PRT

<213> Artificial Sequence

<220>
<223> conformational epitope

<400> 12
§1s Leu Ser Leu ?1a His Asn Arg Leu éga Met Ala Thr Ala Leu Ser
Ala Gly Gly Egu Gly Pro Leu Pro égg val Thr Ser Leu égp Leu Ser

Gly Asn Ser Leu Tyr Ser Gly Leu Leu
35 40

<210> 13

<211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> VH-CDR1 LHG-10

<400> 13
ier Tyr Tyr Ile ésp

<210> 14

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> VH-CDR2 LHG-10

<400> 14
ﬁrg Ile Asp Pro gTu Asp Gly Gly Thr i%s Tyr Ala GIn Lys g?e Gln

Gly

<210> 15

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> VH-CDR3 LHG-10

<400> 15

Asn Glu Trp Glu Thr val val val Gly Asp Leu Met Tyr Glu Tyr Glu
1 5 10 15

Tyr

<210> 16
<211> 11
<212> PRT
<213> Artificial Sequence
Page 5

300
360
381



GARP Sequence Listing

<220>

<223> VL-CDR1 LHG-10
<220>

<221> SITE

<222> 5

<223> X is Sor T
<220>

<221> SITE

<222> 7

<223> X is S or Vv
<220>

<221> SITE

<222> 9

<223> X is Y or F
<400> 16

g]n Ala Ser GlIn ?aa ITe Xaa Ser Xaa Eeu Ala

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

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

<220>
<223>

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

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

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

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

<400>

17

7

PRT

Artificial Sequence

SITE
1
Xis SorT

VL-CDR2 LHG-10

SITE
2 .
X is A or T

SITE
4l
X 1s Ror I

SITE
5.
X 1s L or P

SITE
6 »
X is Q or K

17

Xaa Xaa Ser Xaa Xaa Xaa Thr

1

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

<220>
<223>

5
18
9
PRT
Artificial Sequence
VL-CDR3 LHG-10
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GARP Sequence Listing
<220>
<221> SITE
<222> 4
<223> X is D, A, Yor Vv

<220>

<221> SITE

<222> 6

<223> X is A, L or v

<220>

<221> SITE

<222> 8

<223> X is vV or P

<400> 18
§1n Gln Tyr Xaa ger Xaa Pro Xaa Thr

<210> 19

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR1 LHG-10

<400> 19
Gln Ala Ser GlIn ger Ile Ser Ser Tyr igu Ala
1

<210> 20
<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR2 LHGI10

<400> 20
gTy Ala Ser Arg %eu Gln Thr

<210> 21

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR3 LHG10

<400> 21
g]n GIn Tyr Asp ger Leu Pro val Thr

<210> 22

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR1 LHG10.3

<400> 22
g1n Ala ser Gln ger ITe val Ser Tyr igu Ala

<210> 23
Page 7



GARP Sequence Listing
<211> 7
<212> PRT
<213> Artificial Sequence

<220>
<223> VL-CDR2 LHG10.3

<400> 23
g1y Ala Ser Arg %eu Gln Thr

<210> 24

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR3 LHG10.3

<400> 24
$1n GIn Tyr Ala ?er Ala Pro val Thr

<210> 25

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR1l LHG10.4

<400> 25
g1n Ala ser Gln ger ITe Ser Ser Tyr igu Ala

<210> 26

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR2 LHG10.4

<400> 26
g]y Thr Ser Arg Eeu Lys Thr

<210> 27

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR3 LHG10.4

<400> 27
g1n Gln Tyr Tyr ?er Ala pro val Thr

<210> 28

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR1 LHG1l0.5

<400> 28
Page 8



GARP Sequence Listing
GIn Ala Ser Gln ghr Ile Ser Ser Phe igu Ala
1

<210> 29

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR2 LHG10.5

<400> 29
ﬁrg Ala ser Ile gro Gin Thr

<210> 30

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR3 LHG10.5

<400> 30
ng Gln Tyr val ger Ala Pro Pro Thr

<210> 31

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR1 LHG10.6

<400> 31
g1n Ala ser Gln ?er Ile Ser Ser Tyr igu Ala

<210> 32

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR2 LHG10.6

<400> 32
g1y Ala Ser Arg geu Lys Thr

<210> 33

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL-CDR3 LHG10.6

<400> 33
§1n Gln Tyr Ala ger val Pro val Thr

<210> 34
<211> 126
<212> PRT
<213> Artificial Sequence

Page 9



<220>

GARP Sequence Listing

<223> heavy chain variable region of sequence of LHG10

<400> 34
Glu val
1

ser val

Gln
Lys

Tyr Ile Asp
35

Gly Arg Ile
50

Gln Gly

65

val

Arg

Glu Leu

Ala Arg Asn

Tyr Glu Tyr

115

35
107
PRT

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

<220>
<223>

<400> 35
?sp ITe Gln

Asp Arg val

Leu Ala Trp

35

Tyr Gly Ala
50

ser Gly Ser

65

Glu Asp Ala

Thr Phe Gly

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

<220>
<223>

<400> 36
ﬁsp Ile GIn

36
107
PRT

Asp Arg val

Leu Ala Trp

35

Tyr Gly Ala

50

Ser Gly Ser

65

Glu Asp Ala

Thr Phe Gly

Leu §a1 Gln
val ser
20

Trp val

Cys
Arg

Asp Pro Glu
Phe
70

Leu

val Thr

ser
85
Trp

ser

Glu Glu

100
Trp

Gly Gln

Met ghr Gln

Thr Ile Thr

20
TYr

Gln Gln

Ser Arg Leu

Thr Ser
70

Tyr

Gly

Thr
85
Gly

Gly
Gln Thr
100

Met ;hr Gln

Thr Ile Thr

20
Tyr

Gln Gln

ser Arg Leu

Thr ser
70

Tyr

Gly

Thr
85
Gly

Gly

Gln Thr

100

Pro
Lys
Gln
Asp
55

Thr
Arg
Thr

Gly

Artificial Sequence

Gly
Ala
Ala
40

Gly
Ala
Ser
val

Thr
120

Ala Glu
10
ser Gly
25
Pro Gly

Gly Thr

Asp Thr

Glu Asp
90
val val
105

GIn val

Ser Pro Thr Ser

Cys
Lys
Gln
55

Phe
Tyr

Lys

Artificial Sequence

Ser
Ccys
Lys
Gln
55

Phe
Tyr

Gly

GlIn
Pro
40

Thr
Thr
Cys

val

Pro
Gln
Pro
40

Thr
Thr
Cys
val

10
Ala Ser
25
Gly Gln

Gly val

Leu Thr

Gln
90
Leu

Gln

Glu
105

Ser Ser
10
Ala Ser
25
Gly Gln

Gly val

Leu Thr

GlIn
90
Leu

Gln

Glu
105

Leu Arg Asn

Tyr Arg Phe

Gln Leu
45
Ala

Gly

Lys Tyr

60

ser Thr ser

75

Thr Ala val

Gly Asp Leu

Thr val ser

125

Light chain variable region of sequence LHGL10

Leu Ser Ala

Gln Ser Ile

Ala Pro Lys

45

Pro Ser Arg
60

Ile Ser

75

Tyr Asp

Gly
ser

Lys

Leu Ser Ala

Gln Ser Ile

Ala Pro Lys
45
Pro Ser Arg
Gly

Ser

Page 10

ser
The
30

Glu
GIn
Thr
TYyr
Met

110
ser

ser
sear
30

Leu
Phe
Leu

Leu

Ser
val
30

Leu
Phe
Leu

Ala

Gly
15

ser
Trp
Lys
Ala
Tyr

95
Tyr

Leu
15

Ser
Leu
Ser
Glu

Pro
95

Light chain variable region of sequence of LHG10.3

Leu
15

Ser
Leu
Ser
Glu

Pro
95

Ala
Tyr
Met
Phe
Tyr
80

Cys
Glu

Gly
Tyr
Ile
Gly
Ala

val

Gly
Tyr
Ile
Gly
Ala

val



<210> 37

<211> 107
<212> PRT
<213> Artificial Sequence

<220>

GARP Sequence Listing

<223> Light chain variable region of sequence of LHG10.4
<400> 37

Asp Ile

1

ASp Arg

Leu Ala

Tyr Gly

‘ 50
ser Gly

65

Glu Asp

Thr Phe

<210> 38

Gln
val
Trp
35

Thr
Ser
Ala

Gly

<211> 107
<212> PRT
<213> Artificial Sequence

<220>

Met
Thr
20

Tyr
sSer
Gly
Gly

Gln
100

ghr Gln Ser Pro Ser Ser Leu Ser

Ile Thr Cys

Gln
Arg
Thr
Thr

85
Gly

Gln
Leu
Ser
70

Tyr

Thr

Lys
Lys
55

Phe
Tyr

Lys

Gln
Pro
40

Thr
Thr
Cys

val

Ala
25

Gly
Gly
Leu
GlIn

Glu
105

ser Gln Ser
Gln Ala Pro

val Pro Ser
60
Thr Ile Ser
75
Gln Tyr Tyr
90
Leu Lys

Ala Ser Leu
Ile Ser Ser
30
Lys Leu Leu

45
Arg Phe Ser
Gly Leu Glu

Ser Ala Pro
95

<223> Light chain variable region of sequence of LHG10.5

<400> 38
?sp Ile

Asp Arg

Leu Ala

Tyr Arg
50

Sser Gly

65

Glu Asp

Thr Phe

<210> 39

Gln
val
Trp
35

Ala
ser
Ala

Gly

<211> 107
<212> PRT
<213> Artificial Sequence

<220>

Met
Thr
20

Tyr
Ser
Gly
Gly

Gln
100

Thr
5

Ile
His
Ile
Thr
Thr

85
Gly

Gln
Thr
Glin
Pro
Ser
70

TYr
Thr

Ser
Cys
Lys
Gln
55

Phe
TYyr

Lys

Pro
Gln
Pro
40

Thr
Thr
Cys

val

Ser
Ala
25

Gly
Gly
Leu
Gln

Glu
105

Ser Leu Ser
ser Gln Thr
Gln Pro Pro
val Pro Ser
60
Thr Ile Gly
75
Gln Tyr val
90

Leu Lys

Pro Ser Leu
15
Ile Ser Ser
30
Lys Leu Leu
45
Arg Phe Ser

Gly Leu Glu

Ser Ala Pro
95

<223> Light chain variable region of sequence of LHG10.6

<400> 39

Asp Ile

1

Asp Arg

Leu Ala

Tyr Gly
50

Ser Gly
65

GIn Met Thr Gln

5
val Thr 1ie Thr

20
Trp Tyr GIn Gln
35

Ala Ser Arg Leu

Ser Gly Thr Ser
70

Ser
Cys
Lys
Lys

55
Phe

Pro
Gln
Pro
40

Thr

Thr

Ser
Ala
25

Gly
Gly

Leu

Ser Leu Ser
10
Ser Gln Ser

GIn Ala Pro

val Pro Ser
60
Thr ITe Ser
75
Page 11

Ala Ser Leu
15
Ile Ser ser
30
Asn TIle Leu
45
Arg Phe Ser

Gly Leu Glu

Gly
Tyr
Ile
Gly
Ala

val

Gly
Phe
Ile
Gly
Ala

80
Pro

Gly
Tyr
Ile
Gly

Ala
80



GARP Sequence Listing
Glu Asp Ala Gly Egr Tyr Tyr Cys Gln ggn Tyr Ala Ser val Pro val

Thr Phe Gly ggg Gly Thr Lys val Glu Leu Lys

<210> 40
<211> 45
<212> PRT

<213> Artificial Sequence

<220>
<223>

<400> 40

105

human GARP truncated and tagged

$1u Ala Ala Glu an Leu Tyr Phe Gln Gly Ala Ala Trp Ser His Pro

10

G1ln Phe Glu 5%5 Gly Ala Ala Trp Ser His Pro

15

Gln Phe Glu Lys Gly
30

Ala Ala Trp Ser His Pro Gln Phe Glu Lys Gly Ala 21a
5

35

<210> 41

<211>
<212>
<213>

<220>
<223>

<400> 41
ggtagggcag

tgggacccgg
ccgcgcetgag

RNA

ggcctggctg
tgccagggtc
gatctctctg
cttcgtcacc
gccectgaccce
ctgagtgccg
agcctgtaca
tcactggcgg
ctggagcagc
ggcctgccecc
ttcagccttc
acggcctccc
ctgctccatt
aacctcatcc
gagggctggt
tcccagetct

4216

ctgagtggcc
gggcgggttt
ccagagccat
cacaacacca
tgggcctgcet
ggaaccagct
tggacctgag
acctggagca
gtggtctggg
gcggectgcet
agaacagtct
ttgacctgca
acctgaccca
agcagctgcy
agccccaggce
tccecegacct
ggctccccac
cagccctgec

tgaatctgga

40

Macaca fascicularis

predicted cynomolgus GARP

tgcgectect
gcgcaaaatg
gagcccccag
agacaaagtg
ccaggtcccc
gcggagtatc
caccaatgag
cctcagectg
cccectgeca
ggagcggcetg
gactcgcctc
tagcaacgtg
tctcaacctt
ggtgctggac
cgagttccag
ggccgcgetc
agggccaccc
cctctcaacce

tttgagctac

cgggccgtga
tgccgagact
atcctgetge
gcatgtaaga
ttggtgctcc
ctggcctcac
atcaacttcc
gctcacaacc
cgtgtgacct
ctaggggagg
acccgccaca
ctgatggaca
tccaggaatt
ctgagctgca
ctcacctggce
ccgagactca
caggacagca
cccaatggga
aatgagattg
Page 12

ccceggggtc
gcccgggaga
tcctggecct
tggtggacaa
cgccggacac
ccctgggett
tccagccagg
ggctggcgat
ccctggacct
cacccagcct
ccttcecggga
tcgaggatgg
ccctcacctg
acagcattga
ttgacctgey
tctacctgaa
agggcatcca
atgtcagtgc

aactcatccc

tggcgcgggg
ggaactgcgg
gctgacecta
gaaggtctcg
tgagaccctt
ctacacggca
agccttccag
ggccactgcg
gtctgggaac
gcataccctc
catgcctgcg
cgcettegag
catctccgac
ggcctttcag
ggagaacaaa
cttgtccaac
cgcgecttec
ccgeccectt

cgacagcttt

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

1020
1080
1140



cttgagcacc
gaggcccggce
ctggagacac
ggcaatgccc
ctcaacctgce
agctgtgtgg
atagagctgc
tccaaccctg
gtcctggceac
tgcctcaagce
gctgtgtcac
gccatgggtg
tgctgtggca
acccaggacc
cccgaggact
atactggtct
aagtttaacc
gcctgaggta
gaactctggt
ggtgaccccc
ttcagggaca
actttgtgec
cctcaagaat
gtgtgcttag
ttcgatgcga
atttgtctga
ctctctgaaa
tggatctggt
gcccggeact
tcatgttaca
catcgcagcc
tttgcaccca
agcccttgga

atctccttcc

tgacctccct
gctcaggcetce
tggaactggg
tgcgggacct
aggggaaccyg
ccttectetygg
tcagggcagg
ggctggaggt
tgcagggcaa
ggctcaatct
tggaggtgct
gcctggagac
atggctgact
tgatctgecg
gtgagaaggg
ctgccatcect
aacagtataa
cagagaagag
ctccaaattg
ttccegggct
gcagggaata
acactctgct
ctcccagtct
ggcctgaggt
agagtcctgce
gacatttcca
atgaaaagct
gctgttaggce
ggaccattcc
cagcctgatc
ccgeettggce
gcttggcaga
ggttggtatt

agggccccag

GARP Sequence

gtgcttcctg
cctgeectge
cgccagagcec
gcctecatac
ggtcagcecc
catcgectece
ggccttcectc
ggccacaggg
tgggttgacg
tgccgagaac
ggacctgcga
cagccteccgg
ggcagcccag
cttcagctec
ggggctcaag
cctcaccacg
agcctaaaga
tgaggactga
caacccggga
gcactttggg
atgttgacct
ctgggcactg
ggtaggaggg
gtgaaagccc
cccagcecatg
agcagactgt
tatgaccgga
gggccgegge
gtctcctgcet
ccagtactgc
tgctaagceca
tgtggatgtg
ttatccccat

ctaactaatg

aacctcagcea
ctgatgctcc
ctggggtcct
acctttgcca
tgtggggggc
ctcegeagece
cataccccac
gccttgacag
gtcctgeagg
cgcctgagec
aacaacagct
cgcctetace
ctgcaccagg
caggaggagg
aacatcaacc
ctggccacct
agccgggaga
ctcaaggtca
cacctttctce
tccagctgtg
atcagatcaa
ggaatgctgg
agtgctacag
gggactccgg
ccagggtgag
ttgtcacatc
agagagaatt
ggctccageca
ctggacaggc
tctaagcgec
agagctaaaa
aatccaagcc
tttataaaag

ccttaggtga

Listing
gaaactgctt

ttgatttaag
tgcggacact
acctggccag
cgaatgagcc
tgagcctggt
tgactgagct
gcctggaggc
tggacctgcec
accttcccgc
tcagcctect
tgcaggggaa
gccgtgtgga
tgtccctgag
tcatcatcat
gctgetgtyt
cactctaggt
cacagtgacc
tgcegectge
gaagccagaa
caaatcttca
gaaataagat
agccgegtgg
agctcggeag
agagggccaa
ttctgataat
ggagccatac
gggtctggtt
cgtctcecctyg
gtccctgecc
ccttagatat
tgtgtctgec
aggaaactga

gattcaaacc

Page 13

gcggaccttt
ccacaatgcc
gctcctacag
cctgcagegg
cggccecgece
ggataatgag
ggacctttct
ctccttggaa
ctgcttcatc
ctggacacag
gccaggcagt
tccactcagce
cgtggacgcec
ccacgtgcgt
cctcaccttc
ccgccggeag
caatggggga
caggatccca
tgcatcagceg
gttgggcggt
ctgagcatct
acactcccgc
tgaccacgca
gccecgetgg
gcctgggagg
gactttcagt
gagtgtgtct
aaggggtcca
cctggcactc
agceccttctce
ctgattctgt
cctatatgac
agttctacaa

ctcatacttc

1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180



tgtctccagg
tggctccaca
cctctctecc
ttccatcctt
attccctttt
attgcacaga
gagcctctgg
gtgatgtect
tgcctcctca
agataacccc
tgggaccaac
gtctggctca
cccattttac
agccagggct
tcacaaccac
ggtcctcacg
ggccgceagcec
taattttgga
<210> 42

<211> 2188
<212> RNA

gcctgatctt
tagcccgage
aggcaggcag
tccaccctgg
cctctattga
tggggaaact
ggaaaaaaaa
ctcttggctyg
tgcaggattt
ctatccctea
tcaagacctt
tgatgtgggce
agaggagaac
aggccctggt
aggtgctact
cctgatcecttt
caggcctcgg

gaagca

GARP Seguence

tgccactgcea
agggtctgga
ctgcaggegce
tgtgggttct
gcagagcctg
gaggcttagg
gagagcccta
tcacatcaca
trtetttecc
tagcatggag
gtgttgctgt
tcagtaatgt
accgaggccc
gatgtgtgga
gcacgtgaca
gaaaacacta

gaccaactct

<213> Macaca fascicularis

<220>

<223> cynomolgus TGF B1

<400> 42
ccgccgeect

tgcgagggcec
agcegeecgce
gaggccccag
gaggagcggg
ccgttgecge
ggcaggactt
tgccccctac
acccggecte
catccceggce

gatctctctc

tcgcgeectg
c€cggecgyyg
g9g9ggccggec
agtctgagac
aggagggacg
tgggagccgg
ggggacccca
acggcgtceece
ccgcaaatac
ctgtctcctyg

cgacctgcca

ggccatctcc
gcagggggga
tcggcccgga
gagccgecgce
agctggtcgg
aggcgeggygy
gaccgcctec
tcaggcegecce
ttttccccag
agccecccgeg

cagatcccct

ggggctgcag
agtatcctgt
tctectecte
cctgttetet
gagtttgaga
aagagaatga
tttggggatyg
agataatgct
tcttggaaaa
tcatgagctyg
cttcatcatc
gcaagaaaat
agaggaagtt
gcacccaggc
ctcttcctta
cacaatgctg

ttgtataacc

ctcccacctce
cgcececgtec
gcggaggaag
cgcececegec
gagaagagga
acctcttggce
ctttgccgcec
ccattccgga
acctecgggcg
catcctagac

attcaagacc

Listing
gccgttaagt

gctatgcata
ctctgcctta
ctgtgctctt
ctattgaatc
aacttgtgga
agattagggg
ggctccaaac
ataggtagaa
tctgggaaga
ttacctgtgce
gaaaatgcca
aagggagagt
agacccagtc
ggcctggagg
ctgtcagttc

tacctgaatg

cctcecgcgga
ggggcacccc
gagtcgccga
actgcgggga
aaaaaacttt
gcgacgctgce
ggggacgctt
ccageccteg
caccccctge
cttttetect

acccaccttc

Page 14

ggacaggaag
cctgctctct

gtttcecctec
gcatgctctce
caacctcccc
gagctataca
ttggaccata
ttcctttctg
aggctcaccc
atggacacgc
ttggcccaca
ctctctccac
caatgggcag
ctggttggga
ccaaggtgtg
ccaggaccca

tattaaaaac

tcagccagac
cccggetctyg
ggagcagcct
99agggggag
tgagactttt
cccgcgagga
gcteectecc
ggagtcgccg
acgccgectt
ccaggagacg

tggtaccaga

3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4216

60
120
180
240
300
360
420
480
540
600
660



tctegeccat
ccaccactgc
cccgggagac
cctcteggca
gcecgetgety
actatccacc
ccgcggcecag
gcceggececy
cggggagagt
ccgcgtgcta
cagcatatat
gctctceccegg
gctgtaccag
cagcgactcg
ccgcggagygg
taacacactg
caccattcat
ccaacatctg
cacggagaag
gaagtggatc
catttggagc
gggcgectceg
ctacgtgggc
atgcagctga
cgccececget
tggggeccca
<210>
512
<213>

<220>
<223>

<400>

43
23
DNA

43

ctaggttatt
gcccttctee
ccccagecce
gtgccggggy
ctaccgctgce
tgcaagacta
atcctgtcca
ctgcccgagg
gcggageegg
atggtggaaa
atgttcttca
gcagagctgce
aaatacagca
ccggagtggt
gaaattgagg
caagtggaca
ggcatgaacc
caaagctccc
aactgctgcg
cacgagccca
ctggacacgc
gcggegeegt
cgcaagccca
ggcccegtcc
gcettgeect

ttaaagatgg

cyno TGFB S1

GARP Sequence

tccgtgggat
ctgaggacct
tgcaggggcg
gcgcegectce
tgtggctact
tcgacatgga
agctgcggcet
ccgtgctege
aacccgaacc
cccacaacga
acacatcaga
gtctgctgag
acaattcctg
tgtcttttga
gctttcgect
tcaacgcagg
ggcctttcct
ggcaccgccg
tgcggcaget
agggctacca
agtacagcaa
gctgegtgec
aggtggagca
cgcececgecce
tgggggctgt
agagagga

Artificial Sequence

cgceteccee atgccgecct ccg

<210> 44
<211> 20
<212> DNA

actgagacac
caactttccc
gggccteccc
cceccatgecyg
ggtoctgacg
gctggtgaag
cgccageecc
cctgtacaac
ggaggccgac
aatctatgac
gctccgagaa
gctcaagtta
gcgatacctc
tgtcaccgga
tagcgceccac
gttcactacc
gcttctcatg
agccctggac
gtatattgac
tgccaacttc
ggtcctggcc
gcaggcgcetyg
gctgtccaac
caccccggea

atttaaggac

Page 15

Listing
ccccggteca

tcgaggccct
accacgctag
ccetecgggce
cctggecegge
cggaagcgca
ccgagccagg
agcacccgeg
tactacgcca
aagttcaagc
gcagtacctg
aaagtggagc
agcaaccggc
gttgtgcggc
tgctcctgty
ggccgecgag
gccaccecgce
accaactact
ttccgcaagg
tgcctgggac
ctgtacaacc
gagccgcetgce
atgatcgtgc
ggcecggecec

acccgtgecc

agcctccect
cctacctttt
ccctgttecgc
tgcggctgcet
cggccgecgg
tcgaggcecat
gggaggtgcc
accgggtggc
aggaggtcac
agagcacaca
aacctgtgtt
agcatgtgga
tgctggegec
agtggttgag
acagcaaaga
gtgacctggc
tggagagggc
gcttcagcetc
acctecggctg
cctgceecta
agcataaccc
ccatcgtgta
gctcctgcaa
cgcecccgecce

Ccaagcccacc

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2188

23



<213> Artificial Sequence
<220>

<223>
<400>

cyno TGFB Sens 2
44

acaattcctg gcgatacctc

<210> 45
<211> 20
<212> DN
<213> Artificial Sequence

<220>

<223>

<400> 45
ctcaaccact gccgcacaac

<210> 46
<211> 20
<212> DN

<213>

<220>

<223>

<400> 46
tcagctgcat ttgcaggagce

<210> 47
<211> 23
<212> PRT
<213> Artificial Sequence

<220>

<223>

<400> 47

Pro
1
Glu
ASp
Asp
Gly
65
AsSn
Trp
Pro
Glu
Asn
145
Ile
Thr

Lys

Lys
Leu
Thr
val
50

val
ser
Leu
Ala
Pro
130
Gln
Ala
Thr

Leu

A

A

1

Ser
Leu
Leu
35

ser
Glu
Thr
Asn
Pro
115
GlIn
val
val
Pro

Thr
195

Cys
Gly
20

Met
His
val
Tyr
Gly
100
Ile
val
Ser
Glu
Pro

180
val

Asp
5
Gly
Ile
Glu
His
Arg
85
Lys
Glu
Tyr
Leu
Trp
165
val

AsSp

Lys
Pro
Ser
Asp
Ash
70

val
Glu
Lys
Thr
Thr
150
Glu
Leu

Lys

cyno TGFB Anti-Sens 1

Artificial Sequence

cyno TGFB Anti-Sens 2

human IgGl; Fc region

Thr
Ser
Arg
Pro
55

Ala
val
TYyr
Thr
Leu
135
Cys
Ser
Asp

Ser

GARP Sequence Listing

of LHG-10

His
val
Thr
40

Glu
Lys
Ser
Lys
Ile
120
Pro
Leu
Asn

sSer

Ar
200

Thr
Phe
25

Pro
val
Thr
val
Cys
105
Ser
Pro
val
Gly

Asp
185

g9 Trp

Cys Pro Pro
10

Leu Phe Pro
Glu val Thr

Lys Phe Asn
60
Lys Pro Arg
75
Leu Thr val
90
Lys val Ser

Lys Ala Lys

Ser Arg Asp
140
Lys Gly Phe
155
Gln Pro Glu
170
Gly Ser Phe

Gln Gln Gly
page 16

Cys
Pro
Cys
45

Trp
Glu
Leu
Asn
Gly
125
Glu
Tyr
Asnh
Phe

Asn
205

Pro
Lys
val
Tyr
Glu
His
130
Gln
Leu
Pro
Asn
Leu

190
val

Ala
15

Pro
val
val
GlIn
GlIn
95

Ala
Pro
Thr
ser
Tyr
175
Tyr

Phe

Pro
Lys
val
ASp
TYyr
80

Asp
Leu
Arg
Lys
Asp
160
Lys
Ser

Ser

20

20

20



215

Leu Ser Leu Ser Pro Gly Lys

225

<210> 48

<211> 330
<212> PRT
<213> Artificial Sequence

<220>

230

) GARP Sequence Listing
Ccys gig val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser

<223> Heavy chain constant domain of LHG-10

<220>

<221> SITE
<222> 297

<223> wherein X

<400> 48

Ala Ser
1
Ser Thr

Phe Pro

Gly val
50

Leu Ser

65

Tyr Ile

Lys val
Pro Ala

Lys Pro
130

val val

145

Tyr val

Glu Gln
His G1n

Lys Ala
210

Gln Pro

225

Leu Thr

Pro Ser
Asn Tyr
Leu Tyr

290
val Phe

305
Gln Lys

<210> 49

Thr
Ser
Glu
35

His
ser
Cys
Glu
Pro
115
Lys
val
Asp
TYyr
AsSp
195
Leu
Arg
Lys
Asp
Lys
275
ser
ser

Ser

<211> 107
<212> PRT
<213> Artificial sequence

<220>

Lys
Gly
20

Pro
Thr
val
Asn
Pro
100
Glu
Asp
Asp
Gly
Xaa
180
Trp
Pro
Glu
Asn
Ile
260
Thr
Lys
Cys

Leu

is N or Q

§1y Pro Ser val

Gly
val
Phe
val
val
85

Lys
Leu
Thr
val
val
165
Ser
Leu
Ala
Pro
Gin
245
Ala
Thr
Leu
Ser

ser
325

Thr
Thr
Pro
Thr
70

Asn
ser
Leu
Leu
ser
150
Glu
Thr
Asn
Pro
Gln
230
val
val
Pro
Thr
val

310
Leu

Ala
val
Ala
55

val
His
Ccys
Gly
Met
135
His
val
Tyr
Gly
Ile
215
val
Ser
Glu
Pro
val
295
Met

ser

Ala
Ser
40

val
Pro
Lys
AsSp
Gly
120
Ile
Glu
His
Arg
Lys
200
Glu
Tyr
Leu
Trp
val
280
ASp
His

Pro

Phe Pro Leu

Leu
25

Trp
Leu
ser
Pro
Lys
105
Pro
sSer
Asp
Asn
val
185
Glu
Lys
Thr
Thr
Glu
265
Leu
Lys
Glu

Gly

10
Gly

Asn
Gln
Ser
Ser
Thr
Ser
Arg
Pro
Ala
170
val
Tyr
Thr
Leu
Cys
250
Ser
Asp
Ser
Ala

Lys
330

Cys
ser
ser
Ser
75

AsSn
His
val
Thr
Glu
155
Lys
Ser
Lys
Ile
Pro
235
Leu
Asn
Ser
Arg

Leu
315

220

Ala
Leu
Gly
Ser
60

Leu
Thr
Thr
Phe
Pro
140
val
Thr
val
Cys
Ser
220
Pro
val
Gly
Asp
Trp

300
His

Page 17

Pro
val
Ala
Gly
Gly
Lys
Cys
Leu
125
Glu
Lys
Lys
Leu
Lys
205
Lys
ser
Lys
Gln
Gly
285
GlIn

Asn

ser
Lys
30

Leu
Leu
Thr
val
Pro
110
Phe
val
Phe
Pro
Thr
190
val
Ala
Arg
Gly
Pro
270
sSer
Gln

His

ser
15

Asp
Thr
Tyr
Gln
Asp
95

Pro
Pro
Thr
Asn
Arg
175
val
ser
Lys
Asp
Phe
255
Glu
Phe
Gly

Tyr

Lys
Tyr
Ser
Ser
Thr
80

Lys
Cys
Pro
Cys
Trp
160
Glu
Leu
Asn
Gly
Glu
240
Tyr
Asn
Phe
ASn

Thr
320



<223> Light

<400> 49
érg Thr val

Gln
Tyr
ser
Thr
65

Lys

Pro

<210>

Leu
Pro
Gly
50

Tyr
His

val

Lys
Arg
35

Asn
ser
Lys

Thr

50

<211> 121
<212> PRT
<213> Artificial Sequence

<220>

<223>
<400>

Gln
1
Ser
Gly
Gly
Ser
65
Lys
Arg

Gln

val
Leu
Ile
Met
50

Arg
Met
Asp

Gly

Gln
ser
Asnh
35

Ile
Leu
AsSnh
Arg

Thr
115

<210> 51
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> Tight chain variable region

<400>

AsSp
1
Asp
Leu
Ser
Ser
65
Glu

Thr

Ile
Arg
Ala
Gly
50

Gly
Asp

Phe

51

Gln
val
Trp
35

Ala
Ser
val

Gly

Ala
Ser
20

Glu
ser
Leu
val

Lys
100

Leu
Ile
20

Trp
Trp
Arg
ser
Asn

100
Ser

val
Thr
20

Tyr
Thr
Gly
Ala

Gly
100

Ala
5

Gly
Ala
Gln
Ser
Tyr

85
Ser

Lys
5
Thr
val
Ser
Ile
Leu
85
TYyr
val

Thr
5

Ile
Gln
ser
Lys
Thr

85
Gly

Pro
Thr
Lys
Glu
ser
70

Ala

Phe

Glu
cys
Arg
Asp
ser
70

Gln
Tyr
Thr

Gln
Thr
Gln
Leu
Ash
70

Tyr

Thr

) GARP Sequence Listing
chain constant domain of LHG-10

Ser val Phe Ile Phe Pro

Ala
val
Ser
55

Thr
Cys

Asn

ser
Gln
40

val
Leu
Glu

Arg

val
25

Trp
Thr
Thr
val

Gly
105

heavy chain variable region
50

Ser Gly Pro

Thr
Gln
Gly
55

Lys
val
Asp

val

Ser
Cys
Lys
Glu
55

Phe
Tyr

Thr

val
Pro
40

Ser
Asp
ASp
Tyr

Ser
120

ser
Lys
Pro
40

Ala
Thr
cys

Leu

Ser
25

Pro
Thr
Asn
Asp
Asp

105
ser

ser
Ala
25

Gly
Gly
Leu
Gln

Glu
105

val
Lys
Glu
Leu
Thr

90
Glu

Gly
Gly
Gly
Asp
Ser
Thr

90
Gly

Tyr
10

ser
Ile
val
ser
Gln

90
Ile

Cys Leu

val Asp

Gln Asp
60

ser Lys

75

His Gln

cys

Leu val
Phe ser
Lys Gly
Tyr Asn
60

Asn Ser
75

Ala Arg

Ala Met

Leu Ser
Asp His
Ala Pro
Pro Ser
60
Ile Thr
75
Tyr Trp

Arg

Page 18

Pro
Leu
Ash
45

ser
Ala

Gly

Ala
Leu
Leu
45

Ser
Gln
Tyr
Asp

val
Ile
Arg
45

Arg
Ser

Ser

Ser
Asn
Ala
Lys
Asp

Leu

Pro
Thr
30

Glu
val
val
Tyr

Tyr
110

Ser
Lys
30

Leu
Phe
Leu

Thr

Asp
15

Asn
Leu
Asp
Tyr

ser
95

ser
Gly
Trp
Leu
Phe
Cys

95
Trp

Leu
15

Asn
Leu
Ser
Gln

Pro
95

Glu
Phe
Gln
Ser
Glu

80
Ser

Gln
Tyr
Leu
Thr
Leu
80

Ala

Gly

Gly
Trp
val
Gly
Thr

80
Trp



<210> 52

<211> S

<212> PRT )

<213> Artificial Seguence

<220>
<223> VH-COR1

<400> 52
§1y Tyr Gly Ile ésn

GARP Sequence Listing
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