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SEQUENCE LISTING

<110> Macrogenlics, Inc.

<120> PFec-gamma-RIIB-specific antibodies and methods of use therecf

<130> 11183-014-228

<140>

<l41l>

<150> U8 €60/562,804

<151>» 2004-04-16

<150> US 60/582,044

<i5i> 2004-06-21

<150> US 60/582,045

<151> 2004-06-21

<350> UB 60/654,713

<151> 2005-0Z-18

<160> 58

<170> FastSEQ for Windows Version 4.0

<210>» 1

<2il> B

<212> PRT

<Z13> Artificial sequence

<220>

<223> 2B6 Heavy chain variable region - CDRL

<400> 1

Asn Tyr Trp Ile His
1 5

<210> 2

<z1li> 17

<212> PRT

<213> Artificial seguence

<220>

<223> 2B6 Heavy chain wvariable region — CDRZ

<400> 2

Val Tie Asp Pro Ser Asp Thr Tyxr Pro Asa Tyr Asn Lys Lys Phe Lys
1 5 10 15

Gly

<210> 3

<23iLl> 12

<212> PRT

<213> Artificial seguence

<220>

<223> 2B6 Heavy chain variable reglon - CDR3
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<400> 3

Asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyx
1 5 10

<210> 4

<211> 30

<21Z2>» PRT

<213> Homo sapilens

<220>
<Z23> Framework seguence from human germline VH1-18 and JHE - FRI

<400> 4
Gln Val Gin Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 i0 15
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr
20 25 30
<210> 5
<2ii> 14
<212> PRT

<213> Homo saplens

<220>
<223> Framework sequence from human germline VH1-18 and JH6 - FRZ

<400> 5

Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met Gly
1 5 10

<210> 6

<211> 32

<212> PRT

<213> Homo sapilens

<220>
<233> Framework sequence from human germline VHI~18 and JH6 - FR3

<400> 6
Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr Met Glu
1 5 10 15
Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys Ala Arg
20 25 30

<210> 7

<211> 11

<212> PRT

<213> Homo sapiens

<220>
<223> Framework sequence from human germline VH1-18 and JH& - FR4

<400> 7
Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser
1 5 16
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<210> 8
<2ii> 11
<212> PRT
«213> Artificial sequence
<220>
<223> 2B6 Light chain variable region - CDR1
<400> 8
Arg Thr Ser Gln Ser Ile Gly Thr Asn Ile His
1 5 10
<210> &
<211> 7
<212> PRT
<213> Artificial sequence
<220>
<223> 2B6 Light chain variable reglon - CDR2
<400> 9
Asn Val Ser Glu Ser Ile Ser
1 5
<2i0> 10
<21il> 7
<212> PRT
<213> Artificilal segquence
<220>
<223> 2B6 Light chain variable region - CDR2Z
<400> 10
Tyr Val Ser Glu Ser Ile Ser
1 5
<21i0> il
<211> 7
<212> PRT )
<213> Artificial sequence
<220>
<223> 2B6 Light chain variable region - CDR2
<400> 11
Tyr Ala Ser Glu Ser Ile Ser
1 5
<210> 12
<Z211>
<212> PRT
<213> Artificial sequence
<220>
<223> 286 Light chain variable region - CDR3
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<400> 12

Gln Gln Ser Asn Thr Trp Pro Phe Thr
1 5

<210> 13

<211i> 23

<212> PRT

<213> Homo sapilens

<220>
<223> Framewcrk sequence from human germline VK-A26 and JK4 - FR1
<400> 13
Blu Ile Val Leu Thr &ln Ser Pro Asp Phe Gln Ser Val Thr Pro Lys
1 5 10 15
Glu Lys Val Thr Ile Thr Cys
20
<210> 14
<211l»> 15
<212> PRT

<213> Homo sapiens

<220> .
<Z23> Fremework sequence from human germline VK-AZ6 and JK4 - FR2

<400> 14

Trp Tyr Gln Gln Lyve Pro Asp Gln Ser Pro Lys Leu Leu Ile Lys
i 5 10 15
<210>» 15

<211> 32

<212> PRT

<213> Homo sapiens

<220>
<223> Framework segquence from human germline VE-A26 and JK4 - FR3

<400> 15
Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
1 5 1c 15
Leu Thr Ile Asn Ser Leu Glu Ala Glu Asp Ala Ala Thr Tyr Tyr Cys
20 25 390

<210> 16

<211> 1o

<212> PRT

<213> Homo sapiens

<220>
<2Z3> Framework sequence from human germline VK-A26 and JK4 - FR4

<400> 1leé
Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
1 5 10
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<210> 17
<211> 321
<212> DNA
<213> Artificlial seguence
<220>
<223> Humanized ZB6 light chaln variable region - HuZB6VL-1
<400> 17
gaaattgtge tgactcagtc tccagacttt cagtcetgtga ctccaaagga gamagtcace
atcacctygca ggaccaghtcea gagoattgge acaaacatac actggtacca geagaaacca
gatcagtctc caaagctccet catcaagaat ghtttcetgagt ctatetctgy agtcecateg
aggttecagto geagtggatc tgggacagat ttcacccteca ccatcaatag ectggaaget
gaagatgety caacgtatta ctgtcaacsa agtaataccet ggocogttcac glttoggogga
gggaccaagqg tggagatcaa a
<210> 18
<211> 107
<212> PRT
<213> Artificial sequence
<220>
<223> Humanized 2B6 light chain variable region - HuZBEVL-1
<400> 18
GIu Ile Val Leu Thr Gln Ser Pro Asp Phe Gln 8Ser Val Thr Pro Lys
1 5 10 15
Glu Lys Val Thr TIle Thr Cys Arg Thr Ser Gln Ber Ile Gly Thr Asn
20 25 30
Ile His Trp Tyr Glin Gin Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile
35 40 45
Lys Asn Val Ser Glu Ser Ile Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Glu Ala
65 7C 75 80
Glu Asp Ala Ala Thr Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe
85 50 95
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 19
<21i>» 321
<21Z> DNA
<213> Artificial sequence
<2Z20>
<223> Humanized 2ZB6 light chain wvariable regicon - HulBEVL-2
<400> 19 .
gaaattgtge tgactcagte tccagacttt cagtetgtga ctccaaagga gaaagteacc
atcacctyea ggaccagtca gageattgge acaaacatac actggtacca geagaaacca
gatcagtcte caaagotcct catcaagtat gtttetgagt ctatctetgg agtoceatey
aggttcagtg gecagtggatc tgggacagat ttcacectea ccatcaatag cctggaaget
gaagatgetg caacgtatta ctgtcazcaa agtaatacct ggeoogttcac gttoggegga
gggaccaagy tggagatcaa a
<Z10> 20

<21il> 147

60

120
180
240
3C0
3zl

60

120
180
240
300
321



<212> PRT

<213>

<z2Z0>
<Z23>

<400> 20
Giu Ile Val
1
Glu

Lys Val

Ile Trp

35

Lys Tyr Val
50

Ser Gly Ser

65

Glu

Asp Ala

Thr Phe Gly

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

21
321
LNA

<220>
<223>

<400> 21

gaaattgtge
atcacctgea
gatcagtcte
aggttecagty
gaagatgctg
gggaccaagqg

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

22
1G7
PRT

<220>
<223>

<400> 22
Glu Ile Val
1
Glu

Lys Val

Ile His Tzp

Lys Tyr Ala

59
Ser Gly
65

Glu Asp

Leu

5
Thr Ile
20
Tyr Gln

Ser Glu

Thr As

70

Gly
Ala Thr
85
Gly Gly
100

tgactcagtce
ggaccagtca
caaagctecot
gcagtggatc
caacgtatta
tggagatcaa

Leu Thr Gl
5

Thr Ile
20
Tyr

Gln G1

Ser Glu Se

Gly Thr
70
Ala Thr

85

Thr
Gin

Ser

Tyr

Thr

Thr

Asp

Tyr

Artificial sequence

Thr Gln Ser Pro Asp

Cys Arg
Pro
40¢
Ile Ser
55

Phe Thr

p
Cys

Lys Val

Artificial sequence

Humanized 2B6 light chain

tcecagactit
gageattgye
catcaagtat
tgggacagat
ctgtcaacaa
8

Artificial seguence

n Ser Pro

Cys Arg
Pro
40
Ser

n Lys
Ile
55
Phe

r
Thr

Tyr Cys

6/16

Phe Gln
10

Thr Ser Gin

25

Asp

Gln Ser

Gly Pro

Ile
75

Ser

Leu T
@ln Gln

Glu
105

Ile Lys

Ser Val Thr

Ser Ile Gly

340

Pro Liys Leun

45

Ser Rrg Phe

60

Asn Ser Leu

Asn Thr Trp

Humanized 2B6 light chain variable region - HuZB&6VL-2

Pro Lys
15
Thr Asn

Leu Ile

Gly
WE-]

80
Fhe

variable region - HuZB6VL-3

cagtetgtga
acaaacatac
gettetgagt
ttecaccctea
agtaatacct

Phe
10
Ser

Asp

Thr
25
Asp

Gin Ser

Gly Val Pro

Thr Ile
75

Ser

Leu

Gln Gln

20

cteocaaagga
actggtacca
ctatctctgg
ccatcaatag
ggcogtteac

Ser Val Thr

Ser Ile Gly

30

Pro Lys Leu

45

Ser Arg Phe

80

Asn Ser Leau

Asn Thr Trp

gasagicacc
gcagaaacoa
agtcccateg
cetggaaget
gtteggcgga

Humanized 2B6 light chain variable xegion - Hu2BGVL-3

Pro Lys
15

Thr Asn
Ile
Gly

Ala
80
Phe

60

120
180
240
3C0
321
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Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

100 105
<210> 23
<211> 363
<2]12> DNA
<213» Artificial sequence
<220>
<2Z23> Humanized heavy chain variable region - Hu2B&VH-1
<4Q0> 23
caggtteage tggtgeagtec tggagetgag gtgaagaage ctggggectc agtgaaggte 60
toctygcaagg cttetggtta cacctitace aactactgya tacactggght gecgacaggec 120
cctggacaay ggettgagtyg gatgggagtg attgatcett ctgatactta tccaaattac 180
aatzaaaagt tcaagggcag agtcaccatyg accacagaca catccacgag cacagectac 240
atggagctga ggagectgag atctgacgac acggecgtgt attactgtge gagaaacggt 300
gattcegatt attactetgg tatggactac tgggggcaag ggaccacggt cacegtetec 360
tca 363
<210> 24
<21i> 121
<Z212> PRT
<213> Artificial sequence
<220>
<223> Humenized hedvy chain variable regicn
<4Q0> 24
Gln Val Gin Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

i 5 10 i5

Sexr Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr

20 25 30
Trp Ile His Trp Val Arg Gln Ala Pro Gly Gln G8ly Leu Glu Trp Met

35 40 45
Gly Val Ile Asp Pro Ser Asp Thr Tyr Pre Asn Tyr Asn Lys Lys Phe
50 55 60
Lys Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
85 70 75 80
Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys
g5 Sc 95

Ala Arg Asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyr Trp Gly

100 105 110
Gln Gly Thr Thr Val Thr Val Ser Ser

115 120

<210> 25
<211> 321
<212> DNA
<Z13> nus sp.
<220>
<223> Mouse 2B6 light chain varilable regicn
<400> 25
gacatctige tgacteagtc tccageoeate ctgitctgtgs gtocaggaga gagagteoagt 60
ttttectgea ggaccagtca gageattgge acazacatac actggtatea geaaagasaca 120
aatggtittte caaggeitct catasagaat gtttctgagt ctabctotgg gateceticc 180
aggtittagtg gecagtggate tttattctta geateaacag tghbggaghtot 240

agggacagat
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gaagatatty cagattatta ttgtcaacaa agtaatacet ggccgttcac gtteggaggg 300

gggaccaage tggaaataaa a 321
<210> 26
<211> 107
<212> PRT
<213> mus sp.
<220>
<223> DMouse 2B6 light chain variable region
<400> 26
Asp Ile Leu Leu Thr Gln Ser Pro Ala Ile Leu Ser Val Ser Pro Gly
1 5 190 15
Glu Arg Val Ser FPhe SBer Cys Arg Thr Ber Gln Ser Ile Gly Thr Asn
20 25 30
Ile His Trp Tyr Gln Gln Arg Thr Asn Gly Phe Pro Arg Leu Leu Ile
35 40 45
Lys Asn Val Ser Glu Ser Ile Ser Gly Jle Pro Ser Arg FPhe Ser Gly
3G 55 60
Ser Gly Ser Gly Thr Asp Phe Ile Leu Ser Ile Asn Ser Val Glu Ser
85 10 75 80
Glu Asp Ile Ala Asp Tyr Tyr Cys Gln Gln Ser Asn Thr Trp Pro Phe
85 50 95
Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105
<210> 27
<211> 363
<212> DNA
<213> mus sp.
<220>
<223> Mouse 2B6 heavy chain variable region
<400> 27
caggtecaat tgeagecagec tgtgactgag ctygtgagge cgggggette agtgatgttg 60
toctgeaagg cttetgacta ceccttcecace aactactgga tacactgggt aaageagagy 120
cetggacaag gectggagtg gatcggagtg attgatoctit ctgatactta teocaaattac 180
aataaaaagit tcaagggcaa gygccacatty actgtagteyg tatcectcocag cacagoctac 2490
atgcagetea geagectgac atctgacgat tctgeggtet attactgtge aagaaacggh 300
gatteegatt attactotgy tatggactac tggggtcaag gaacctcagt caccgtctee 360
tca 3€3
<210> 28
<2L1> 121
<212> PRT
<213> nus sp.
<220>
<223> Mouse 2B6 heavy chain variable region
<400> 28
Gln Val Gln Leu Gln Gln Pro Val Thr Glu Leu Val Arg Pro Gly Ala
1 5 10 15
Ser Val Met Leu Ser Cys Lys Ala Ser Asp Tyr Proc Phe Thr Asn Tyr
20 25 30
Trp Ile His Trp Val Lys Gln Arg Pro Gly Gln Gly Leu Glu Trp Ile



Asp
Ala

Ser

Gly
100

Ser

Pro

Thx

Ser

85
Asp

Val

Sex
Leu
70

Leu

Ser

Thr

Asp
Thr
Thr
Asp

Val

Artificial Bequence

40
Thr

Val

Ser

Ser
120

9/16

Tyr Pro Asn Tyr
60
Val Val Ser Serx
75
Asp Asp Ser Ala
9G
Tyr Ser Gly Met
105
Ser

3847 Heavy Chain Variable region - CBR1

hsp Ala Trp Met Asp

5

Rriificial Sequence

3H7 Heavy Chain Variable region -~ CDR2

35

Gly Val Ile
50

Lys Gly Lys
65
Met Gln Leu
Ala Arg Asn
Gln Gly Thx

118
<210> 29
<2il> 5
<212> PRT
<213>
<220>
223>
<400> 29
1
<210> 30
<211l> 18
<212> PRT
<213>
<220>
<223>
<400> 30

45
Asn

Serx
Val

Asp

Lys Lys
Thr Ala

Tyr Tyr

85
Tyr Trp
110

Phe
Tyr
80

Cys

Gly

Glu Ile Arg Asn Lys Ala Asn Asn Leu Ala Thr Tyr Tyr Ala Giu Ser

1

Val Lys Gly

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

<220>
<223>

<400>

31
6
PRT

5

Artificial SZSeguence

10

3H7 Heavy Chain Variable region - CDR3

31

Tyr Ser Pro Phe Ala Tyr

1

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

<220>

32
30
PRT

5

Artificial Sequence

15
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<223> 3E7 Heavy Chaln Variable region - FWRIL

<400> 32
Glu Val Lys Phe Glu Glu 8er Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 1z
Ser Met Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser
20 25 30
<210> 33
<211> 14
<212> PRT

<213> Artificial Seguencs

<220>
<223> 3HKH7 Heavy Chain Variable region - FWR2Z

<400> 33

Trp Val &rg Gln Gly Pro Glu Lys Gly Leu Glu Trp Val Ala
1 5 10

<210> 34

<21i» 30

<212> PRT

<213> Artifilcial Seguence

<220>
<223> 3H7 Heavy Chain Variable reglon - FWR2
<400> 34
Arg Phe Thr Ile Pro Arg Asp Asp Ser Lys Ser Ser Val Tyr Leu His
1 5 ig 15
Met Asn Ser Leu Arg Ala Glu Asp Thr Gly Ile Tyr Tyr Cys
20 25 30
<Z10> 35
<Z21l> 11
<212> PRT

<213> Artificlal Seqguence

<220>

<223> 3H7 Heawvy Chain Variable region - FWR4

<400> 35

Trp Gly Gln Gly Thr Leu Val Thr Val Ssr Ala
1 5 16

<210> 36

<213i> 345

<212> DNA

<213> mus sp.

<220>
<223> mouse 3H7 Heavy Chain Variable Region

<400> 36
gaagtgaagt ttgaggagtec tggaggaggce ttggtgecaac clhggaggatc catgaaacte 60
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tecttgtgetg cctctggatf cacttttagt gacgectgge tggactgggt
ccagagaagg ggcottgagty ggttgotgaa attagaaaca aagctaataa
tactatgetg sgtctotgaa agggaggttc accatccocaa gagatgatte
gtctacctge acatgaacag cttaagagct gaagacacty gcatttatta
ccctttgett actggggeca agggactetg gtcactgtet ctgea
<210> 37
<211> 115
<212> PERT
<Z13> mus sp.
<220>
<223> mouse 3H7 Heavy Chain Variable Region
<40%0> 37
Glu Val Lys Phe Glu Glu Ser Gly Gly Gly Leuw Val Gln Pro
1 5 10
Ser Met Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser
20 25 30
Trp Met Asp Trp Val Arg Gin Gly Pro Giu Lys Gly Leu Giu
35 40 45
Ala Glu Ile Arg Asn Lys Ala &sn Asn Leu Ala Thr Tyr Tyr
50 58 60
Ser Val Lys Gly Arg Phe Thr Ile Pro Arg Asp Asp Ser Lys
€5 76 75
Val Tyr Leu His Met Asn Ser Leu Arg Ala Glu Asp Thr Gly
g5 Iy
Tyr Cys Tyr Ser Pro Phe Ala Tyr Trp Gly Gln Gly Thr Leu
1G0 . 103 110
Val Ser Ala
115
<210> 38
<21i> 11
<212> PRTY
<213> Artificial Seqguence
<220>
<223> 3H7 Light Chain Variable region - CDRI
<400> 38
Arg Ala Ser Gln Glu Ile Ser Gly Tyr Leu Ser
1 5 10
<210> 38
<211> 7
<212> PRT
<213> Artificial Seguence
<220>
<223> 3H7 Light Chaln Variable region - CDRZ2
<400> 39
Ala Ala Ser Thr Leu Asp Ser
1 5
<210> 40
<211> &

cogecagaght
tettgeaaca
caaaagtagt
ctgttatagt

Gly
15
Asp

Gly
Ala
Trp Val
Ala Glu
Jer

80
Tyr

Ser

Ile
95

Val Thr

120
180
240
300
345
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<212> PRT _
<213> Artificial Sequence

<220>
<223> 3H7 Light Chain Variable regiocn - CDR3
<400> 40
Leu Gln Tyr Val Ser Tyr Pro Tyr Thr
1 5
<210> 41
<211> 23
<21i2> PBRT

<213> Artificial Sequence

<220>
<223> 3H7 Light Chain Varlable region - FWR1

<400> 41 ;
Asp Ile Gln Met Thr Gln Ser Pro Ber Ser Leu Ser Ala Ser Leu Gly
1 5 10 15
@lu Arg Val Ser Leu Thr Cys
20
<210> 42
<21ii> 15
<212> PRT

<213> Artificlal Seguence

<220>
<223> 3H7 Light Chain Variable region - FWR2

<400> 42

Trp Leu Gln &ln Lys Pro Asp Gly Thr Ile Arg Arg Leu Ile Tyr
i 5 i0 15

<210> 43

<211> 32

<212» PRT

<Z13> Artificial Sequence

<220>
<Z23> 3H7 Light Chain Varlable region -~ FWR3

<400> 43
Gly Val Pro Lys Arg Phe Ser Gly Ser Trp Ser Gly Ser Asp Tyr Ser
1 5 10 15
Leu Thr Ile Ser Ser Leu Glu Ser Glu Asp Phe Ala Asp Tyr Tyr Cys
20 25 30

<210> 44

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
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<223> 3H7 Light Chain Varisble region - FWR4

<400>

44

Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

1

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

<2Z20>
<223>

<400>

gacatccaga tgacceagte tecatecteco
ctecacttgte gggecaagtca ggaaattagt
gatggaacta ttagacgecet gatctacgee
aggttcagty gcagttggtc tgggtcagat
gazagattttg cagactatta ctgtctacaa
ggyaccaage tggaaataza a
<210> 486
<211>» 107
<212> PRT
<213> mus sp.
<2Z20>
<Z223> mouse 3H7 Light Chain Variable Region
<400> 4§
Asp Ile Gln Met Thr Gln Ser Pro
1 5
Glu Arg Val Ser Leu Thr Cys Arg
20
Leu Ser Trp Leu Gln Gln Lys Pro
35 40
Tyr Ala Ala Ser Thr Leu Asp Sar
50 55
Ser Trp Ser Gly Ser Asp Tyr Ser
65 70
Glu Asp Phe Ala Asp Tyr Tyr Cys
85
Thr Phe Gly Gly Gly Thr Lys Leu
160
<210> 47
<211>» 22
<212> DNA
<213> Artificial Sequsnce
<220>
<223> Primer - SJ15R
<400> 47

45

321
DNA
mis sp.

mouse 3H7 Light Chain Variable Region

45

5

ggtcactgte actggcoctcag gg

i0

ttatctgeeot
ggttacttaa
gcatccactt
tattctetcea
tatgttagtt

Ser
Ala
25

Asp
Gly
Leu

Leu

Glu
105

Ser
10

Ser
Gly
Val
Thr
Gln

90
Ile

Leu
Gln
Thr
Pro
Ile

75
Tyr

ctetgggaga
goctggettca
tagattctygy
ccatcageag
atcecgtatac

Ser
Glu
Ile
Lys
60

Ser

Val

Ala
Ile
Arg
Arg
Ser

Sex

sSer
Ser
30

Arg
Phe

Leu

Leu
15

Gly
Leu
Ser

Glua

Pro
a5

aagagtcagt
gcagaaacea
tgtcecaaaa
ccttgagtct

gttoggagygy

Gly
Tyr
Ile
Gly
Ser

80
Tyr

60

120
180
240
300
321

22
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<210> 48

<Z211> 28

<212> DNA

<213> Artificial Seqguence

<220>

<223> Primer - SJ16R

<400> 48

aggceggatcee aggggecagt ggatagac
<210> 49

<211l> 25

<212> DNA

<213> Artificlal Sequence

<220>

<223> Primer - SJLTR

<400> 49

gocacacgact gaggcacctc cagatyg

<210> 50

<211i> 34

<212> DNA

<213> Artificial Sequence

<Z220>

<223> Primer - 3J18R

<400> 50

cggeggatee gatggataca gttggtgeag cate
<210> 51

<211> 9

<2i2> PRT

<213> Artificial Sequence

<220>

<223> Fusion protein - partial seguence
<400> 51

Lys Lys Phe Ser Arg Ser Asp Pro Asn
1 5

<2106> 52

<2ii> 8

<212> PRT

<213> Artificial Sequence

<220>

<223> Fusion protein - partial sequence
<400> 52 .
Gin Lys Phe Ser Arg Leu Asp Pro Asn
1 5

<210> 53

<2i1>»> 9

28

26

34
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<212> PRT
<213> Artificial Sequencs

<Z220>
<223> Fusion protein - partial sequence
<400> 53

Gln Lys Phe Ser Arg Leu Asp Pro Thr
1 5

<210> 54
<zil> 9
<212> PRT

<213> Artificial Seguence

<220>
<223> Fusion protein - partial sequence

<400> 54
Lys Lys Phe Ser Arg Leu Asp Pro Thr
1 5

<Zi0> 55
<211> 9
<2312> PRT

<Z213> Artificial Seguence

<220>
<2Z23> TFusicon protein -~ partial sequence

<400> 55
Gln Lys Phe Ser His Leau Asp Pro Thr
1 5

<210> 56
<211> ¢

<212> PRT
<213> Artificial Seguence

<220>
<223> Fusion protein - partial sequence

<400> 56
Lys Lys Phe Ser His Leu Asp Pro Thr
1 5

<210> 57
<ZL1> b
<212> PRT

<213> Artificial Sequence

<220>
<223> Fusion protein -~ partial sequence

<400> 57
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Alz Pro Ser Ser Ser

1 -5
<210> 58
<211>» 8
«<Z12> PRT

<213> Artificial Sequence

<220>
<223> Fusion protein - partial sequence

<400> 58
Val Pro Ser Met Gly Ser Ser Ser
1 5



