SEQUENCE LISTING:
<110> AC impmme

<[20> Humanized Antibody

<130> -M1967 EP 83

<18t 32

<170 PatestIn vergion 3.3

<210> 1

<21> 10

<212> PRT

<213> Mus musculus

R

<23>= C2 BuVH AF 4 humanised heavy chain variable region (CDR1)
<400 1

3y Phe Thr Phe Ser Ser Tyr Gly Met Ser

1 [ 10

<210> 2

<2i> 17

<212~ PRT

<213 Mus musculus

<220

<223> C2 HuVH AF 4 humenised heavy chain variable rsgion (CDR2)
<480 2

Ser He Asn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val Lys

1 5 10 15
Gly

<2L10> 3

<211> 3

<ZiZ> PRT

<213> Mus muscuius
<220>

<223> C2 HuVH AF 4 humanised neavy chain varisble region (CDR3)
400> 3

Gly Asp Tyr

i

<210> 4

<R1i> 16
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<21%Z> PRT

<213> Mus rausouins

<20

<223> C2 HuVK | hursanised light chain variable region (CDR1)
<400> 4

Arg Ser Ser Gin Ser Leu Val Tyr Ser Asn Giy Asp Thr Tyr Leu His
i 3 10 15
<210~ 3

<211 7

<212> PRT

«213> Mus muscuius

<220>

<223> C2 HuVK 1 hurnanised Jight chain variable region {CDR2)
<40l 3

Lys Val Ser Asn Arg Phe Ser

1 5

<215> 6

<211> 9

<Z11> PRT

<213> Mus musculus

220>

223> C2 HuVK 1 humanised light chain variable region {CDRY)
400> 6

Ser Gin Ser Thy His Val Pro Trp Thr

1. 5

<210> 7

<Zik> 6

<212> PRT

<213> Homo sapiens

<220

<223> AB epitope, region 2

<400> 7

Val Phe Phe Ala Glu Asp

1 3

<21~ 8

<AI> 5

<212> PRT

<213> Homo sapiens
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<220>

<2213> Afepitope, region 1
<400> 8

His Gl Lys Leu Val

1 5

Q1> 9

<20> 6

<282 PRT

213> Homo saplens

<220~

<221> misc feature

<22 (3.1

<223> Xaa can be Ala, Val, Leu, norleucine, Met, Phe, or lie
<220

<221> misc_feanwre

<222> (4).(4)

<323> Xaz can be Als, Val, Leu, Ser or fle
<220

221> mise_festure

<R {5).45)

<233 Kaa can be Glu or Asp
<22p>

<221> misc_featurs

<222> {6)..(6)

<22%> Xam can be Glu or Asp
<400> 9

Xaa Phe Phe Xas Xaa Xaa

t 5

<210> 10

<21> 5

<212> PRT

<213> Homo sapiens

<220>

<2231> misc_feature

<222 (.

<223> Xaa can be His, Asn, Gin Lys, or Arg
<220>

<221> wmisc_feature
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<232 (.42

<223> Xae can be Asnor Gin

<220>

<22}> mise_feature

<222 (5).(5}

<22%> Xae can be Ala, Val, Leu, norleucine, Met, Phe, or Ile
<400> 10

Kaa Xaa Lys Leu Xaz

H p]

<210 11

< 16

<212 PRT

<213> Homo sgpicns

<220

<IZ1> misc feature

<2 (DA

<223%> XKsa can be His, Asn, Gin Lys, or Arg
<220>

<221> mise_fearore

<22 (.42)

<223> Xaa can be Asn or Gin

<220~

221> misc,_feature

<222 (5).{5)

<223> Xaacan be Als, Vai, Len, norteucine, Mat, Phe, or lie
<3705

<21 misc_feature

<222 (8).48)

<223> Xaa can be Ala, Val, Leu, Seror lle
330>

<I21> misc_feature

<Rz 9).(9)

<223> XKaz can be Gluor Asp

<220>

<221» misc_feature

<23 {10)..10}

<223> Xaa can be Gluor Asp

<460> 11
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Kag Xaa Lys Leu Xaa Phe Phe Xaa Xaa Xan
1 5 16

<2i0> 12
<211> 112
<212 PRT
<213> Astificial suquence
<220>
<223> artificial humanized C2 HuVK 1 vanable light chain
<AD%> 12 .
Asp lis Val Met Thr Gin Ser Pro Leu Ser Leu Pro Val Thr Pro Gly
1 5 HY 15
Giu Pro Ala Ber e Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser
20 25 30
Asn Gly Asp Thr Tyr Lea His Trp Tyr Leu Gin Lys Pro Gly Gin Ser
15 40 45
Pro Gla Leu Leu e Tyr Lys Vat Ser Asn Arg Phe Ser Gly Vat Pro
50 55 60
Asp Arg Phe Ser Gy Ser Gly Ser Gly Thr Asp Phe Thr Leu Liys lle
&5 70 75 80
Ser Arg Val Glu Ala Ghu Asp Val Gly Val Tyr Tyr Cys Ser Glu Ser
&5 80 93
Fhr His Vel Pro Typ Thr Phe Gly Gin Gly Thr Lys Val Glu le Lys

100 105 110
<210> 13

<> 219
<212> BRT
<213> anificial sequence
<220~
<22%> arificial humenized C2 light chain
<400> 13
Asp tie Val Met Thr Gln Ser Pro Leu Ser Leu Pre Val Thr Pro Gly
i 5 10 15
Glu Pro Ala Ser e Ser Cys Arg Ser Ser (Gln Ser Leu Val Tyr Ser
20 25 : 30
Asn Gly Asp Thr Tyr Leu His Trp Tyr Len Gin Lys Pro Gly Gin Ser
35 40 . 45
Pro Gin Leu Lew fie Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
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Asp Arg Phe Ser Gly Ser Gly Ser Gy Thy Asp Phe Thr Leu Lys {le
83 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Ser Gin Ser
85 90 95
Thr His Val Pre Trp Thr Phe Gly Gin Gly Thr Lys Vel Glu e Lys
100 105 118
Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
115 120 125
Gl Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Agn Asn Phe
130 138 140
Tyr Pro Arg Giu Ala Lys Val Gin Trp Lys Val Asp Asn Als Leu Gin
145 156 155 160
Sor Gly Asn Ser Gin Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser
165 i70 175
Thr Fyr Ser Leu Ser Ser Thyr Lew Thr Leu Ser Lys Ala Asp Tyr Glu
186 185 190
Lys His Lys Val Tyr Ala Cys Gle Val Thr His Gin Gly Leu Ser Ser
195 C200 205
Pro Val The Lys Ser Phe Asn Arg Gly Glu Cys
210 215
<2 14
<2i1> 107
<212> PRT
<213> artificial sequence
<220
<22%> antificial homsanized C2 light chain constant region
<400> 14
Arg Thr Vat Ala Ala Pro Ser Val Phe fle Phe Pro Pro Ser Asp Glu'
1 5 10 15
Gin Leu Lys Ser Gly Thr Als Ser Val Val Cys Leu Leu Asn Asn Phe
20 st 39
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Lew Gln
35 A0 45
Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gin Asp Ser Lys Asp Ser
50 35 &0
Thr Tyr Ser Leu Ser Ser Thy Leu Thr Leu Ser Lys Ala Asp Tyr Glu
6 70 s 80
Lys His Lys Val Tyr Alas Cys Glu Val Thr His Gin Gly Leu Ser Ser
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85 0 93
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
100 105
<210> 1§
<2il> 112
<212> PRT
<213> anificial sequence
<220>
<223> ariificial humanized C2 HuVH AF 4 variable heavy chain
<400> 15
Glu Val Gin Len Val Ghu Ser Gly Gly Gly Leu Val Gln Pro Giy Gly
1 35 16 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
a3 25 30
Gly Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Leu Val
35 40 45
Aln Ser Yle Asn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val
50 . 55 58 .

Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
(%] 70 73 80
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 3
Ala Ser Gly Asp Tyr Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser

160 108 HB
<210> 16 '
<21i> 439
<212> PRT
«213> artificial sequence
<220
<2Z3> artificial humanized C2 heavy chain
<4036> 16
Glu Val Gln Leu Val Gl Ser Gly Gly Gly Leu Val Gin Pro Giy Gly
i 5 10 i3
Ber Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 X 30
Gly Met Ser Trp Val Arg Gin Als Pro Gly Lys Gly Leu Gle Len Val
35 40 45

Ala Ber Yie Asn Ser Asn Giy Gly Ser Thr Tyr Tyr Pro Asp Ser Val
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50 55 &0 -
Lys Gly Arg Phe Thr Ie Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
65 70 7 80
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
83 90 95
Ala Ser Gly Asp Tyr Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser
100 105 116
Als Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg
115 120 125
Ser Thr Ser Giu Ser Thr Ala Ada Leu Gly Cys Leu Val Lys Asp Tyr
130 135 140
Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
145 156 155 160
Gly Vat Bis Thr Phe Pro Ala Val Leu Gin Ser Ser Gly Lew Tyr Ser
185 170 175
Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr
180 185 180
Tyr Thr Cys Asn Vai Asp His Lys Pro Ser Asn Thy Lys Val Asp Lys
185 200 208
Arg Val Gha Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro
210 215 228
Gl Phe Leu Giy Gly Pro Ser Val Phie Lou Phe Pro ProLys Pro Lys
225 238 235 240
Asp Thr Leu Met He Ser Arg Thr Pro Giu Val Thr Cys Val Val Val
245 250 288
Asp Val Ser Gin Gl Asp Pro Giv Val Gin Phe Asn Trp Tyr Val Asp
266 265 276
Gly Val Gly Val His Asn Ala Lys Thr Lys Pro Arg Giv Gl Gin Phe
275 280 285
Asn Ser Thr Tyr Arg Val Val Ser Vak Leu Thr Val Les His Gin Asp
290 285 300
Trp Lew Asn Gly Lys Gl Tyr Lys Cys Lys Val Ser Ast Lys Gly Leu
305 310 315 320
Pro Ser Ser lie Glu Lys Thr e Ser Lys Ala Lys Gly Gin Pro Arg
328 330 338
Giu Pro Gin Val Tyr Thr Leu Pro Pro Ser Gin Gla Ghu Met Thr Lys
340 343 356
Agn Gin Val Ser Len Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
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355 360 365
He Alx Val Giu Try Glu Ser Asn Gly Gln Pro Glo Asn Asn Twr Lys

370 375 380
The Thr Pro Pro Val Lew Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
385 399 395 400
Arg Len Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser
405 418 415
Cys Ser Val Met His Glu Ala Len His Asn His Tyr Thr Gin Lys Ber
420 425 430
Leu Ser Len Ser Lew Gy Lys
435
<2i0> 17
<21)> 326
<212 PRT
<Z1%> Homo sapiens
<22

<223> 10 GAMMA-4 CHAIN C REGION — modified
<400 17
" Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg
1 5 134 15
Ser Thr Ser Ghu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
2 25 3¢
Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Les Thr Ser
35 49 45
Gly Val His Thr Phe Pro Ala Val Leu Gin Ser Ser Gly Lew Tyr Ser
50 35 6¢
Teu Ser Ser Val Vel Thr Val Pro Ser Ser Ser Len Gly Thr Lys Thy
65 70 5 80
Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 o0 85
Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro
160 - 105 110
Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Fro Lys ProLys
115 126 125
Asp Thr Leu Met He Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
130 138 140
Asp Vit Ser Gin Giu Asp Pro Glu Val Gin Phe Asn Trp Tyr Val Asp
143 150 155 160
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Gly Vat Glu 'Val His Asn Ale Lys Thr Lys Pro Arg Glu Gle Gin Phe
165 176 175
Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp
180 185 190
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ghy Len
195 200 205
Pro Ser Ser He (Glu Lys The e Ser Lys Ala Lys Gly Gin Pro Arg
216 215 220
Gl Pro Gln Val Tyr Thr Len Pro Pro Ser Gin Gin Glu Met Thr Lys
225 230 235 245
Asn Gin Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
245 250 255
lie Ale Val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys
260 265 X
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Len Tyr Ser
275 280 285
Arg Lev Thr Val Asp Lys Ser Arg Trp Gin Glu Gly Asn Val Phe Ser
200 295 300
Cys Ser Val Met His Gl Ala Leu His Asn His Tyr The Gin Lys Ser
308 310 315 320
Leu Ser Leu Ser Leu Gly

325

<210> 18
<211> 5%
12> DNA
<213 Mus musenlus
230>
<223> C2 HuVH AF 4 humanised heavy chain variable region (CDR2)
<400> 18
apcatcants prastggligy tageacctat tatooagaca grolgaaggy © 51
<2i0> 19
<21i> 9§
<2iZ> DNA
<21%> Mus musculus
<220>
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223> CZ HaVH AF 4 humanised heavy chain variable region (CDR3)
<400> 19

gptgactas 9

<Zie> 20

<211> 49

QI DNA

<213> Mus musenius

<220

<223> €2 HuVK 1 bumanised Hght chain variable region {CDRI)
<400> 20

agatotagtc agagectigt atatagtaat ggagacacct afttacatt 49

<210 21

<211> 635

<212> DNA

<213> artificial sequence

<220

<223> arificial hurnanized U2 Hu VK 1 variable light chain

<400> 21

gatattptgs tgacceaztc tooatittee ctpoctgiea clontggiga gcctgccfct &G
atetetigea gatctagica gagootigta tatagtanty gagacaccta tiacattge 120
tacctgoaga ageoaggocs giotccacag ctoctgatet acaaagtte cascogatet 180
(ctgggptce cagacaget caglpgcagt geatcaggen cagatitead actoaagaic 240
agoagagigs apgctgages EIRgaagt mitaciget ctoanagtac scatgtect 300
{ggacglicg gocaagpcac caagetggan atcaaa 336

<210> 22

<211> £57

<22 DNA

<253> artificiai sequence

<220>

<223> artificial humanized C2 light chain

<400> 22

gatattgtes 1gacocaate teoaciciee clgocigica cloctggigs goctgectes 60
atciotiges gatciagics gagootipts tatagianig gagacacota ttiacattge 120
tacctgoaga agccaggcca gtctecacag cloctgatot acasagitic caacegatit 180
1etZEgRIce cagacagett caglgacagt gealcaggpa cagalticac actcasgatc 240
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ageagaglyp agocigagee tEIgpgagt tattactpot Cicaaagac acatgitect 300
tgpacpttcg gooaagerac casggtppas alosaas s CiEtpaciee aceateigtc 360
itcatctice CRoCallga tgageaghy asatetgpas cigoototgl tgegtpecty 420
ctgaatmact wialcorag agugpCeana glacagipes aggtggatas cgeceicean 480
feggptasct cochaggagag (pticacagay Caggacagcn aggacageac clacageste 540
BECAECACCs {SRCECIZAR CARARCAZAC tACEALARRT acaaagicta cgoctgegaa 600
gleaccoate agPpcClEag Clegoeoplc acaaagaget tcaacageeg agagtel 657
<210> 23

<2ti> 32

<2{2> DNA

<Z13> Homo sppiens

<228>

«223> arcificial humanized C2 light chain constant region
<400> 23

aggacigige Clgoaccate tglotteate ttecegerat cipatyapen gitgaaatet 60
gganctgect cipttatoty cctgetgaat aacttctate coagagagee teangtacag 120
tggaagptgs ataacgonet coaafCyEpt AaciCccryg agagigicac agagoaggac 180
| ageaaggaca goacctacag CoICageags acootgacyc eagcanpe agaciacgag 240
aancacasag Clacgecty cgaagtoscs caltagpucee tgapgeteges ogtcacanag 300
agcettcaacs gEggagagig t 32)

<280> 24

<211> 798

<2iZz> DNA

<213> anificia) sequence

<220> '

<223> artificial humanized C2 HuVH AF variabic heavy chain

<400> 24

E£RgEtEoage tEMICHapc IgEgrRaggc Nagigeape Clggagpete cotgagacic 60
tocigtgeag coictgpalt cactiieagt agotatgpen totehipgat tugocagget 120
CCAEECAAEE picicgaatt gplepcaage sloaatagts atgpigplag cacctattat 180
ccagecagly tgaagggcey altcaccato iccagagaca stgecaagas ctoccigtae 240
ctgeaaatga acagicigag agotgaggac acogeogtt atactpige sagtgotaac 300
1acigEEECe azggeaccac tgteacagtic fooea 336

<210> 25
<21i> 1317
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<212> DNA

<213> artificial sequence

<220>

<223> artificial humanized C2 heavy chain

<400> 25

gagpigeage iggicgagic JgpEggagpe Hagtgeags clggagegic eotgagace 60
tectgipeag cOLCtEgatt cactitcagt agotatgpea igtctigegt togecagget 120
ceagpeangs PICICEantt gEtogeaage atcaatagta atgppptag cacotattat 180
sTagacagly (EALEZeccy attleaceals tooagagacs Algocaagan ctecctmac 240
clpeataipa acagICigRE agCtgagaac acogeegigt atasigipe sagppigas 300
tacigEggec ARgECActAc tRICACAEIC treteagett coaccaagey conateagtc 360
HEcCoets CEUCtEole Cagatcgact Cegagagea Cagecpeect gepotpecty 420
gicaagpact acticcocga aCOEEigacy giatopigee actiaggepe caigacsage 480
gopipoaca COCCSgge tEICCtacay tocteaggac ietacteoet cageagepty 540
gtgacepies ceteCageag CEEECAcy 2agaceiach cotgoancy agateacaay 600
ceeagoRata CCaAgYiEga caagagaptt gagicuanat atppiconee pigiccccea 660
tgoecapcac Clgagiices grgpeeacca fcagictics tgitcocros sasacceaap 720
ZacActoics tERICCoy gACCCotgag gloacRtgey tpmigsiays catgageosg T80
gAAgacCUCy BEAtCCaglt caactgpiac gtggatgees tepagptpen taalpceaag  B40
ACRARKCCET BEgagpapca gHCRACAES ACQIRCogty typtoagept cotcacege 960
cigcaccagg actiggcigas cggoasgpay tacaagigea aggtotccas caaagpecte 960
COEICCICos $CEAgARRAC CalCticans geeaasgppc ageceogags gooacaggtg 1020
tacaceotge coosatnien gEappagaty accAAEEACe agpoagest gaccigeetg 1080
gleasaggrt tctaccecag cgacatcgon giggagiens agageaalgy goageoggag 1140
BACANCIACE SRACCACHES LCCURICOIC GANLCRACE ECtoctio cototacage 1200
aggrrasceg togatuagag cagpipgcag gagegganty teticteatg clocgtgatg 1260
catgagpete 1RCACRACCE CracacAcag aagagostet cootgiotol ggetana 1317
<210> 26

<Qiie B8l

12> DNA

<213 Homo sapiens

<228>

<223 artificial humanized ©2 heavy chain constant region
<A%0> 16

Eoticeacca agggoosate cptetieeos clggegooct gotweagate gaccicegag 60
Bgracageey cotiggeoty cotggicaag gactactics copaacegat gacgeigteg 120
tggaacieag gogCarigne Cagogpogty cacalallco cggetptect acagiooies 180
Zgacictacl CoClCageay CEIZEIgacs glpactons geagetiggp cacgaagace 240
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{HCRCClgea aCRIAQRIca CABECLLEES KALACCARRE tERacaagag apiigagtce 300
aaatatgEtc cecogigics cooatgooes goacotgapt teetgggees socateagic 360
fectphios ceecaasace CRAEAcact Cloatgatct CoTREACCs Igagptcacy 420
tgeptpgiop tppacatay caggaagac coogRgplos agiivancty placgtpgat 480
gEcEtEaagy 1BCRIBAtEs CAREACAARE CORCRERRRE ageagiicaa cagracgtac 540
cgtgtggica geglesteae optootgeas CaggactgEe tEaRcEEeas ggagtacasy 600
tEceagpIct coaaturagy coteecgics CCategaga asaccaicic Chaagecaas 660
EEECAZCOCC BAZRLECCACA SUIEIAcACE Clgocceoat cocaggagpa gatgaccaag 720
ascoaggtes goctgacclg crtgatcasy geotioiace coagopacal cgeogtggae 780
1gaEagagca MELECAECS ZERPARCAAC WCIARACC COCtesopt cotogatice 840
gacggetost wtoewta cageaggets acogippaca agageaggle poaggagese 900
aalgiencr calpoicegt gatgoatgag goictgeacs accaclacac acsgasgage - 960

cteteectgt cletggatas o 981
<2i0> 27
<2il> 112
<212> PRT
<213> Mus musculus
<400> 27
Asp Val Val Met Thr Gin Thr Pro Leu Ser Len Pro Val Ser L.eu Giy
1 5 10 15
Asp Gln Ala Ser lie Ser Cys Arg Ser Ser Gin Ser Leu Val Tyr Ser
20 25 30
Asn Gly Asp Thr Tyr Leu His Trp Tyr Len Gln Lys Pro Gly Gin Ser
35 40 45
Pro Lys Leu Leu He Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
58 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lie
65 0 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Phe Cys Ser Gin Ser
85 90 95
Thr His Val Pro Trg Thr Phe Gly Gly Gly Thr Lys Len Giu fie Lys
140 185 110
<210> 28
<21i> 112
<212> PRT
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<213 Mus muscutus
<400> 28
Ghe Val Gin Leu Val Gia Ser Gty Gly Gly Leu Vil Gin Pro Giy Gly
1 5 10 15
Ser Leu Lys Leu 8er Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Gly Met Ser Trp Val Arg Gin Thr Pro Asp Lys Arg Leu Glu Len Val
33 40 45
Alz Ser lle Agn Ser Asn Gly Gly Ser Thr Tyr Tyr Pro Asp Ser Val
30 35 60

Lys Gly Arg Phe Thr fie Ser Arg Asp Asn Ala Lys Asn Thy Leu Tyr
65 . % 75 a0
Lew Gin Met Ser Ser Leu Lys Ser Gle Asp Thr Ala Met Tyr Tyr Cys

85 90 95
Ala Ser Gly Asp Tyr Trp Gly Glo Gly Ser Thr Leu Thr Val Ser Ser

106 1058 110

<21 29
<211> 336
<212>» DMA
<213> Mus musculus
<4G0> 29
gatgtigton tgaccoasac iocactoioe cigoctgtes gtotippaga teaagecice 60
atotetigea gatctagics gageetigla tatagtanty gagacaceta tacattgg 120
ectgcaga BECCaBECCa glotoaaaag ctootgatot acasagitte caacegattt 1RO
tetgoantes cagacagett Cagtggoagl ggatcageea cagatttcac'actcaagatc 240
agragaplipy aggetgAgge Ioigggaptt latitctgct cicaaaglac acatgtiver 300
{gEacgtcy StEgaBReac Caagolagsn aloaaa 336
<210> 30
<2i1> 417
<212> DNA
<213> Mus musculus
<406 30
algaagiige clpgttaect giggtecty sigttetgra Heotpette cageaptgat 60
giigigatga cocaascice actolocety oolgieagto tggagaton agectccate 120
tcttgeagat clagicagag cotiglatat agiaatggag acacotatit scattggtac 180
Clgcagange caggUongtc tccaaagetc cigatctaca aagittecan cogatittet 240
gpepicooag ackgEitceg iggragteys Cagpgacag atitcacact caagﬁtcagc 300
apapipyape ctgagratct gppapttiat Wolgotole anagiacaca tgticetigy 360
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RCSUOLEIE FAREORCCaR SOAEASAIC RRACEEYCIE Algatpeace aactga 417
<210> 31

<Z11> 336

<212> ONA

<213> Mus muscuius

<400> 31

papgrpcage EPtEEagIc IEEREEAEeC RARECRES Slpgapeere cotgaaacte 60
fcotgtpoag cotctppatt croiticag agotatgges (gictgapt tegocagant 120
CoRgacaags ppotppaatt poicgeaage atesatagts atgptpotap cacctattat 180
ccagacagly ipaegpgcoy attcarcate 10CAEEEA0A atgceaagas cacectgiac 240
ctptasitga gragicigan gictgagenc peagoratyt atlactptpe aegigaigac 300
TaCtERERCT saggeicoac Cloacaglc (weica 336

<210» 32

<211> 408

<212Z» DNA

<21%> Mus musculus

<400 32

atgrasitsg gpytcagmit gritttoct gocctiatit tasagptet conatgtgag 60
gtecageipy tppagtelgg gegaggoeita gigeapecty gagopteeet gaancictee 120
tptgeagect crgpancac oagiage wiggcatpt cigegitog ceagacteca 180
ERcaagagec tpgantipPl CgCaapcRls antagiaalp plpptageac ctattatecs 2440
gacagigiga agggecgatt caceaicic agagacaaly conagaacac coigtacctg 300
caasatgagra gietgaagte tgaggacaca gocatgtatt actgtgeaag igptgactac 360
tggppocaag getccactcl CAGRBICICC tCagoragaa Caacacee 408
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