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Trp
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Thr
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Trp
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Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220

Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
225 230 235 240

Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
290 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 310 315 320

Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
325 330
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ttcacctgca
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cagttcaaca
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gacaggtccc
cacagccacc
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_feature

cggcctcatc
ccctggectg
gcgccctgac
ctctcagcag
acgtggccca

caatagagtc

cagcggtgtg
catggtgaca
ccecgeccagce
caaaccctgc
catctttccc
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caaggtcaac
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gtgacctgcc
ggacagccgsg
acctacttcc
tacacctgct

cagtctccgg
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ctggccccca
ggctacttcc
cacaccttcc
gtgccctcca
agcaccaaag

gaaggtccca

cggccgtcect
gcaggtggct
tggacaagac
aatgcccacc
aggacaccct
cagatgactc
agacgagtcc
tcctgcacca
tcccctcccc
tgtacgtcct
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tgtacagcag
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780

840

900

960

1005

60

120

180

240

300

360



cctggagcac
cggacgcccg
atcacatggt
cagttcaaca
aagggeaags
accatctcca
caggaggagc
cctgacattg
acgaccccgce
gacaggtccc

CacCagccacc

<210> 9

<211> 351
<212> DNA
<213>

<220>
<223>

<400> 9
gacgtgcaat

acctgtgtgg
ccagggaagg
gcagactccg
ctgcagatga
cctgggtcct
<210>
<211>

<212>
<213>

10
117
PRT

<220>
<223>

ZTS-

cgtccgtctt
aggtcacgtg
ttgtggataa
gcacctaccg
agttcaagtg
aggccaaagg
tcagcgagaa
ccgtcgagtg
cccagctgga
actggcagag

aCacCacagaa

5864 Heavy

tggtggagtc
cctctggatt
ggctgeagtg
tgaagggccg
acagcctcaa

ttgagcactg

catcttcccc
cttggtggtg
caccgagatg
tgtggtcagt
caaggtcaac
acagccccac
caaagtcagt
ggagatcacc
cagcgacggg
gggaaacacc

atccctcacc

Artificial Sequence

ccaaaaccca
gacttgggcc
cacacagcca
gtcctcccca
agcaaatccc
gagccccagg
gtgacctgcc
ggacagccgsg
acctacttcc
tacacctgct

cagtctccgg

Chain Variable Region

tgggggagac
caccttcagt
ggtcgcaggt
attcaccatc
gaccgaggac

gggCCaagga

Artificial Sequence

ctggtgaagc
gactatgcaa
attgacagtg
tccagagaca
acggccacat

accctggtga

ZTS-5864 Heavy Chain Variable Region

aggacaccct
cagatgactc
agacgaggcc
tcctacacca
tccecctcetgce
tgtacgtcct
tgatcaaagg
agccagagaa
tgtacagcag
cggtgtcaca

gtaaa

ctggggggtc
tgagctgggt
ttggaagtgg
atgccaagaa
attactgtgc

cggtctcgag

ctcgatttcc
caatgtccag
gcgtgaggag
ggactggctc
catggagagg
gcctccaacc
cttccacccg
caactaccag
gctctcggtg

cgaagctctg

cctgagactc
ccgccaggcect
cacaagctac
cacgctgtat
gagcgggttc

C

420

480

540

600

660

720

780

840

900

960

1005

60

120

180

240

300

351



<400>

10

Asp Val Gln

1

Ser

Ala

Ala

Lys

65

Leu

Ala

Val

Leu

Met

Gly

50

Gly

Gln

Ser

Thr

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

<400>

Arg

Ser
35

Ile

Arg

Met

Gly

Val

115

11
5
PRT

Leu

Leu

20

Trp

Asp

Phe

Asn

Phe

100

Ser

Val

Thr

Val

Ser

Thr

Ser

85

Pro

Ser

Glu

Cys

Arg

Val

Ile

70

Leu

Gly

Canis familiaris

11

Asp Tyr Ala Met Ser

1

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

<400>

12
17
PRT

5

Canis familiaris

12

Ser

Val

Gln

Gly

55

Ser

Lys

Ser

Gly

Ala

Ala

40

Ser

Arg

Thr

Phe

Gly

Ser

25

Pro

Gly

Asp

Glu

Glu
105

Asp

10

Gly

Thr

Asn

Asp

90

His

Leu

Phe

Lys

Ser

Ala

75

Thr

Trp

Val

Thr

Gly

Tyr

60

Lys

Ala

Gly

Lys

Phe

Leu

45

Ala

Asn

Thr

Gln

Pro

Ser

30

Gln

Asp

Thr

Tyr

Gly
110

Gly

15

Asp

Trp

Ser

Leu

Tyr

95

Thr

Gly

Tyr

Val

Val

Tyr

80

Cys

Leu

Gly Ile Asp Ser Val Gly Ser Gly Thr Ser Tyr Ala Asp Ser Val Lys



Gly

<210> 13
<211> 8
<212> PRT
<213>

<400> 13

10

Canis familiaris

Gly Phe Pro Gly Ser Phe Glu His

1

<210> 14
<211> 312
<212> DNA
<213>

<220>
<223>

<400> 14
cagtctgtgc

tcctgcaccg
ccaggaatgg
gataggttct
gctgaagacg
ggcggagegsa
<210> 15

<211> 104
<212> PRT

<213>

<220>
<223>

<400> 15

5

tgactcagcc
gaagcagctc
gccccaaaac
ccggctccaa
aggctgacta

CccC

Artificial Sequence

ZTS-5864 Light Chain Variable Region

atcctcagtg tctgggaccc taggccagag
caacatcggg agtggttatg tgggctggta
cgtcatctat tataatagcg accgaccctc
gtctggcagc tcaggcaccc tgaccatcac

ttactgttca gtatatgaca gaactttcaa

Artificial Sequence

ZTS-5864 Light Chain Variable Region

15

gatcaccatc
tcaacaagtc
tggagtccca
tggattgcag

tgctgtgttc

Gln Ser Val Leu Thr Gln Pro Ser Ser Val Ser Gly Thr Leu Gly Gln

1

5

10

15

60

120

180

240

300

312



Arg Ile

Tyr Val

Ile Tyr
50

Gly Ser
65

Ala Glu

Asn Ala

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

<400>
Thr Gly
1

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

<400>

Thr Ile Ser Cys
20

Gly Trp Tyr Gln
35

Tyr Asn Ser Asp

Lys Ser Gly Ser
70

Asp Glu Ala Asp
85

Val Phe Gly Gly
100

16

13

PRT

Canis familiaris

16

Ser Ser Ser Asn
5

17

7

PRT

Canis familiaris

17

Thr

Gln

Arg

55

Ser

Tyr

Gly

Gly

Val

40

Pro

Gly

Tyr

Thr

Ser

25

Pro

Ser

Thr

Cys

Ser Ser

Gly Met

Gly val

Leu Thr

75

Ser Val
90

Asn Ile

Gly Pro
45

Pro Asp
60

Ile Thr

Tyr Asp

Ile Gly Ser Gly Tyr Val Gly

Tyr Tyr Asn Ser Asp Arg Pro

1

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

<400>

5

18
10
PRT
Canis familiaris

18

10

Ser Val Tyr Asp Arg Thr Phe Asn Ala Val

Gly

30

Lys

Arg

Gly

Arg

Ser

Thr

Phe

Leu

Thr
95

Gly

Val

Ser

Gln

80

Phe
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