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FiguredA

Heavy chain of 55A1
CDR1 CDR2

QIHLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKGLKWMGWINTYSGVPTYAGDF
KGREAFSLETSASTAYLQINNLKNEDTATYFCARRGYYGRRYFDVHGTGTTVTVSS
CDR3

Light chain of 55Al
CDR1 CDR2

DIVLTQSPASLAVSLGQRATISCKASQSVDYDVDSYMHWYQQOKPGQPPKLLIYAASNLASGI
PARFSGGGSGTDFTLNIHPVEEEDVATYYCQQTIEDPPTFGGGTKLEIK
CDR3
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FiguredB
Heavy chain of 7D4
CDR1 CDR2
QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKDLKWMGWINTYSGVPTYADDF
KGRFAFSLETSASTAYLQINNLKNEDTATYFCARFSYYGRHYFDYWGQGTTLTVSS
CDR3

Light chain of 7D4
CDR1 CDR2
DIVLTQSPASLAVSLGQRATISCKASQSVDYDGDSYMNWYQQOKPGQPPQLLIYAASNLGSGI
PARFSGSGSGTDFTLNIHPVEEEDAATYYCHQSTDDPPWTFGGGTKLEIK
CDR3

Figure4C

Heavy chain of 14Al
CDR1 CDR2

QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKGLKWMGWINTYSGVPTYADDE
KGRFAFSLETSASTAYLQINNFKNEDTATYFCARFSYYGRHYFDYWGQGTALTASS
CDR3

Light chain of 14Al
CDR1 CDR2

DIVLTQSPASLAVSLGQRATISCKASQSVDYDGDSYMNWYQQOKPGQPPKLLIYAASNLKSGI
PARFSGSGSGTDFTLNIHPVEEEDAATYYCQQTTDDPPWTFGGGTKLEIK
CDR3

Figured4D

Heavy chain of 2D5
CDR1 CDR2

QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKGLKWMGWINTYSGVPTYTDDF
KGRFAFSLETSASTAFLQINNLKNEDTATYFCAREFSYYGRHYFDYWGQGTTLTVSS
CDR3

Light chain of 2D5
CDR1 CDR2
DIVLTQSPASLAVSLGQRATISCKASQSVDYDGDSYMHWYQQOKPGOPPKLLIYAASNLESGI
PARFSGSGSGTDFTLNIHPVEEEDAATYYCQQTNDDPPWTFGGGTKLE LK
CDR3
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FiguredE

Heavy chain of 53Al11
CDR1 CDR2

EVQLOQSGPELLKPGASVKISCKASGYTFTDYTMHWVKQSHGKSLEWIGGINPYYGGTTYNEKF
KDKATLTVDKSSSTAYMELRSLTSEDSAVYYCAKGDYYGGSYNYWGQGTTLTVSS
CDR3

Light chain of 53All

CDR1 CDR2
DIVLTQSLATLSVTPGDSVSLSCRASQDISNSLHWYQQOKSHESPRLLIKYASQSISGIPSRE
SGSGSGTDETLSINSVETEDFGMYFCQQSNSWPYTFGGGTKLEIK

CDR3

FiguredF
Heavy chain of 13B3
CDR1 CDR2

EVQLOQSGPELLKPGASVKISCKASGYTFTEYTMHWVKQSHGKSLEWIGSINPYYGGTSYNEKFE
KDKATLTVDKSSNTAYMEFRSLTSEDCAVYYCARYGNYVGYFDYWGQGTTLTVSS
CDR3

Light chain of 13B3
CDR1 CDR2

ENVLTQSPAIMSASLGEKVTMSCRASSSVHEYMYWYQQOKSDASPKLWIYYTSNLAPGVPDRFS
GSGSGNSYSLTISSMEGEDAATYYCQQOFTSSPYTFGGGTKLEIK
CDR3

Figured@
Heavy chain of 23H8
CDR1 CDR2
EVQLQOSGPELLKPGASVKISCKASGYTFTDNT IHWVKQSHGKSLEWIGHINPY YGGTNNNEKF
KDKATLTVDKSSSTAYMELRSLTSEDSAIYYCARKGIYYSSPFDYWGQGTTLTVSS
CDR3

Light chain of 23H8
CDR1 CDR2

DIOMTQTTSSLSASLGDRVTISCRASQDINNYLNWYQQKPDGTVKLLISYTSKLHSGVPS

RFSGSGSGTDYSLTISNLEREDFATYFCQQGNTLPFTFGSGTNLEIK
CDR3
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Figure4H
Heavy chain of 16B3
CDR1 CDR2
DVKLVESGGGLVQPGGSLKLSCTASGFTFSGYTMSWVRQTPEKRLELVAEIS FARDRAFYPDTV
KGRFTISRDNAKNTLYLOMSSLKSEDTAMYYCTRLGGRNHDYWYEFDVWGTGTTVTVSS
CDR3

Light chain of 16B3
CDR1 CDR2
DIVLTQSPTSLAVSPGQRATISCRASESVEYYGTSLMOWYQQKPGQORPQLLI YAASNVESGV
PARFSGSGSGTDFSLNIHPVEEDDIAVYFCQQSWKVPFTFGSGTKLEIK
CDR3

Figured4l

Heavy chain of 16E7
CDR1 CDR2
EVKLVESGGGLVQPGGSLKLSCAASGFTEFSSYTMSWVRQTPEKRLELVAEISFTRSRAFYPDTV
KGRETISRDNAKNTLYLOMSSLKSEDTAMYYCARLGGNNYDYWYFDVWGTGTTVTVSS
CDR3

Light chain of 16E7
CDR1 CDR2
DIVLTQSPTSLAVSLGQRATISCRASESVEYYGTSLMQWYQQKPGQRPKLLIYAASNVESGV
PARFSGSGSGTDFSLNIHPVEEDDIAMYFCQQSWKVPFTFGSGTKLEIK
CDR3

Figured4d
Heavy chain of 14El
CDR1 CDR2
QVOLQQSGAELVKPGASVRLSCKASGYTFTKYTIHWVKQRSGQGLEWIGWEYPGSDSIKYNEKF
KDKATLTADKSSRTVYMELSRLTSEDSAVYFCARHEEYTNSLAYWGQGTLVTVSA
CDR3

Light chain of 141

CDR1 CDR2
DIOMTQTTSSLSASLGDRVTISCRASQDISNYLNWYQQQPDGTVKLLIYYTSRLEHSGVPSRF
SGSGSGTDYSLTISNLEQEDIATYFCQQGYTLPWTFGGGTNLEIK

CDR3
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FiguredK
Heavy chain of 19E7
CDR1 CDR2
QVQLQQPGSVLVRPGASVKLSCKASGYTFTEZEM&WVKQRPGQGLEWIGEIHPYSGNNNNNEKF
KGKATLTVDTSSSTAYVDLSRLTSEDSAVYYCARYDSNYVFAYWGQGTLVTVSA
CDR3

Light chain of 19E7
CDR1" CDR2
QIVLTQSPAIMSASPGEGVTITCSASSSVSYMHWFQQKPGTSPKLWIYSTSNLASGVPARFS
GSGSGTSYSLTISRMEAEDAATYYCQQRDSYLTEGSGTKLEVK
CDR3

Figuredl

Heavy chain of 16F¢
CDR1 CDR2

QVCLOOSGAELMKPGASVKI SCKATGY TFSTYWI AWVKQRPGHGLEWI GEI L PGSAKTKYNKKF
KGKATFTADTSSNTAYMOLSSLTSEDSAVYYCAVY DY GADYWGQOGTSVTVSS
CDR3

Light chain of 16F6 CDR1 CDR2

DIVMTQSHKEMSTSVGDRVSI TCKASQDVY TAVAWY QQKPGQSPKLLIYSASYRFTGVEDRE

CDR3
FigurebA
55A1 1:QIHLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKGLKWMGWINTYSGVPTY 60
704 1:QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKDLKWMGWINTYSGVPTY 60
14A1 1:QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKGLKWMG@INTYSGVPTY 60
2D5 1:QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQOAPGKGLKWMGWINTYSGVPTY 60

55A1 61:AGDFKGRFAFSLETSASTAYLQINNLKNEDTATYFCARRGYYGRRYFDVWGTGTTVTVSS 120
D4 61 : ADDEKGRFAFSLETSASTAYLQINNLKNEDTATYFCARFSYYGRHYFDYWGQGTTLTVSS 120
14A1 61 : ADDFKGRFAFSLETSASTAYLQINNFKNEDTATYFCARFSYYGRHYFDYWGQGTALTASS 120
2D5 61 : TDDFKGRFAFSLETSASTAFLQINNLKNEDTATYFCARFSYYGRHYFDYWGQGTTLTVSS 120
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FigurebB

55A1 1:DIVLTQSPASLAVSLGQRATISCKASQSVDYDVDSYMHWYQOKPGQPPKLLIYAASNLAS 60
D4 1:DIVLTQSPASLAVSLGOQRATISCKASQSVDYDGDSYMNWYQQKPGQPPQLLIYAASNLGS 60
14A1 1:DIVLTQSPASLAVSLGQRATISCKASQSVDYDGDSYMNWYQOKPGQPPKLLIYAASNLKS 60
2D5 1:DIVLTQSPASLAVSLGQRATISCKASQSVDYDGDSYMHWYQQKPGOPPKLLIYAASNLES 60
55A1 61 :GIPARFSGGGSGTDFTLNIHPVEEEDVATYYCQQTIEDPP-TFGGGTKLEIK 111
7D4 61 :GIPARFSGSGSGTDFTLNIHPVEEEDAATYYCHQSTDDPPWTFGGGTKLEIK 112
14A1 61 :GIPARFSGSGSGTDFTLNIHPVEEEDAATYYCQQTTDDPPWTFGGGTKLEIK 112
2DS 61:GIPARFSGSGSGTDFTLNIHPVEEEDAATYYCQQTNDQggﬂgFGGGTKLEIK 112

FigurebC

53A11 1:EVQLOOSGPELLKPGASVKISCKASGYTFTDYTMHWVKQSHGKSLEWIGGINPYYGGTTY 60
13B3 1:EVQLOQSGPELLKPGASVKISCKASGYTFTEYTMHWVKQSHGKSLEWIGSINPYYGGTSY 60
23H8 1:EVQLOQOSGPELLKPGASVKISCKASGYTFTDNT IHWVKQSHGKSLEWIGHINPYYGGTNN 60

53A11 61:NEKFKDKATLTVDKSSSTAYMELRSLTSEDSAVYYCAKGD-YYGGSYNYWGQGTTLTVSS 119
13B3 61:NEKFKDKATLTVDKSSNTAYMEFRSLTSEDCAVYYCARYG-NYVGYFDYWGQGTTLTVSS 119
23H8 61:NEKFKDKATLTVDKSSSTAYMELRSLTSEDSAIYYCARKGIYYSSPFDYWGQGTTLTVSS 120

Figure5D

53A11 1:DIVLTQSLATLSVTPGDSVSLSCRASQDISNSLEWYQQKSHESPRLLIKYASQSISGIPS 60
13B3 1:ENVLTQSPAIMSASLGEKVTMSCRASSSV-HYMYWYQOKSDASPKLWIYYTSNLAPGVPD 59
23H8 1:DIQMTQTTSSLSASLGDRVTISCRASODINNYLNWYQQOKPDGTVKLLISYTSKLHSGVPS 60

53A11 61:RFSGSGSGTDFTLSINSVETEDFGMYFCQQSNSWPYTFGGGTKLEIK 107
13B3 60:RFSGSGSGNSYSLTISSMEGEDAATYYCQQFTSSPYTFGGGTKLEIK 106
23H8 61:RFSGSGSGTDYSLTISNLEREDFATYFCQQGNTLPFTFGSGTNLEIK 107
Figure6A
16B3 1:DVKLVESGGGLVQPGGSLKLSCTASGFTFSGYTMSWVRQTPEKRLELVAEISFARDRAFY 60
16E7 1: EVKLVESGGGLVQPGGSLKLSCAASGFTEFSSYTMSWVROTPEKRLELVAEISFTRSRAFY 60

16B3 61:PDTVKGRFTISRDNAKNTLYLOMSSLKSEDTAMYYCTRLGGRNHDYWYFDVWGTGTTVTV 120

16E7 61: PDTVKGRFTISRDNAKNTLYLOMSSLKSEDTAMYYCARLGGNNYDYWYFDVWGTGTTVTV 120

16B3 121:88 122
16E7 121:88 122



Figure6B
16B3 1:
16E7 1:
16B3  61:
16E7  61:

Figure6C
14E1 1:
19E7 1:
14E1  61:
19E7  61:

Figure6D
14E1 1:
19E7 1:
14E1 61
19E7 60
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DIVLTQSPTSLAVSPGQRATISCRASESVEYYGTSLMOWYQOKPGORPQLLIYAASNVES 60
DIVLTQSPTSLAVSLGQRATISCRASESVEYYGTSLMOWYQQKPGORPKLLIYAASNVES 60

GVPARFSGSGSGTDFSLNIHPVEEDDIAVYFCQQSWKVPFTFGSGTKLEIK 111
GVPAREFSGSGSGTDFSLNIHPVEEDDIAMYFCQQSWKVPFTFGSGTKLEIK 111

{QVOLOOSGAELVKPGASVRLSCKASGYTFTKYTIHWVKQRSGQGLEWIGWEYPGSDSIKY 60
: QVOLQOPGSVLVRPGASVKLSCKASGYTFTTYWMHWVKQRPGQGLEWIGEIHPYSGNNNN 60

NEKFKDKATLTADKSSRTVYMELSRLTSEDSAVYFCARHEEYTNSLAYWGQGTLVTVSA 119
NERKFKGKATLTVDTSSSTAYVDLSRLTSEDSAVYYCARYDS-NYVFAYWGQGTLVTVSA 118

DIOMTQTTSSLSASLGDRVTISCRASQDISNYLNWYQQQOPDGTVKLLIYYTSRLHSGVPS 60

:QIVLTQSPAIMSASPGEGVTITCSASSSVS-YMHWFQOKPGTSPKLWIYSTSNLASGVPA 59

:RESGSGSGTDYSLTISNLEQEDIATYFCQOGYTLPHTFGGGTNLEIK 107
tRESGSGSGTSYSLTISRMEAEDAATYYCQQRDSY~LTFGSGTKLEVK 105
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FigurelF

o 13B3

titer ratio
mutant / WT
o "] BN
S S b3

[u—y
()
T

0 50 100 150 200 250 300 350
’ amino acid No.

FigurelG

o . 23H8

60" Q

W > ot
o o o
H T

titer ratio

mutant / WT

— [
(] o
¥

1 &...&Q i“’ é & |

0 50 100 150 200 250 300 350
amino acid No.

o]



Figure7H

160
140
120

—
o
S

80

titer ratio

mutant / WT

40
20

Figure7l
500
400
Q
< % 300
¥
£ 5 200
g
100
0

22/45

) 16B3
6
4
S __L&.,._.%W S T— &

0 50 100 150 200 250 300 350

amino acid No.

) 16E7
¢
* @
i @0
$
%

0O 50 100 150 200 250 300 350

amino acid No.



Figure7J

350
300
250

titer ratio
mutant / WT

Figure7K

400
350
300

ot
o

titer ratio
mutant/ WT
ok 3] [\
(=]
S

BO
S
o -

[
o
o

23/45

) 14E1
@ &
€
L
¢ @0
¢
- ¢ ®
B R

0 50 100 150 200 250 300 ~ 350

amino acid No.

19E7

0 50 100 150 200 250 300 350

amino acid No.



Figurell

titer ratio
mutant / WT
88 3

oly
o

24/45

16F6

& NN - S

o

Figure8A

50 100 150

200 250 300 350
amino acid No.

Heavy chain of h16B3

h1683 51-H
h1éB3 52~H
hl6B3 s3-H
hl6B3 S4-H
h1683 S5-H
hi1683 8é-H
h16B3 s7-H
hl6B3 s8-H

nlséBa S1-H
h16R3 z2-H
h1633 53-B
hieB3 S4-H
hi1€éB3 S5-H
h1l6B3 H6-H
h16B3 87-H
h1G6B3 SR-H

h16B3 §1-H
h1683 52-H
h1683 53-H
‘h16B3 S4-H
h16B3 S5-H
h16B3 Sé-H
h16B3 S7-H
h1683 S8-H

Kabat numbering

I234557591311111111772?12222133333334334444444464555:5555555
01?3456165013§4$6?9?0123456?$301?3456?89012A3456?89

EVQLVESGOGLVOPGESLRLSCAASGF TrSBY TMSWYVROAPGEGLERVSE I SEARDRARY

...........................................................
............................................................

.............................................................

............................................................

86655665557777?77777886§§§$&3ﬂ888§§55‘399999 Qcﬁﬁﬂééétégéééif
Q1234367899123 45%5678¢801132 34367830123 456789_DBOOD D 3
TUABC 12345678901
ABCDE
T

Carreriaes
K K E
...................................... < WRUELE.
K E
I T AN

-k
..... fv e sa s ursaserecraaaarsesnrassRa. KR

a3
.

.

o

Y

»

*

.....

!
Il

.........

[ERTaw
B e e

]

[£3)
s




25/45

Figure8B
Light chain of h1éB3
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Figure9A
Heavy chain of hS55al1
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Figure9B
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Figure9dC
Heavy chain of h535al
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Light chain of h55al
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Heavy chain of h53A11
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Light chain of h53a11l

h334A11
h53a11
h33Aa11
h53A11

hh3ail
h53a11
h33a11
nS3A%1

Si-L
82-L
33“’}1
54—

FigurellA
Heavy chain of h23H8
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Figurel1B
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Heavy chain of hi3R3
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Figurel2B
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Figurel3B
Light chain of hl12B10
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Figurel4A
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Esbst rumbering

t23ase7es)}11IE11112222222222333 33333444a4¢¢4545553555a555

12348678903 224567 69042 X48678H3012 288670 0D32 3456739

h16¥6 51-H VO LV SGARVHKPGASVKYSUKASGYTFTTYWI ARVROAPGUGLEWMGE I LEGSAKTKY]

hiGFE C2«H e T T

higFé 53-H D T T

hié¥6 54-H L T T T S T

BIEFE BS=H  |oursiiersan s e
EE6E6666667777771777748 afgﬁsssaaaxysagsgassegééé;é;éé:f‘i
01234567€90123436768012 0 ausersa0z23a567800000000000 81
hi6fé 81-H KKFKGRVTMTROT ST TVYMELE S LRSEDTAVY Y CAVY DY GAD TRGOL DTV TV 68
R
ni6Fe S3~H B
h16F€ S4~H T T
hlGFE 35%5~H IR T T T S

Figurel4B
Light chain of hiéFé
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Figurel15A

Heavy chain of hiéB3-Si

CDRL CDR2
EVQLVESGOGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLEWVSEISFARDRAFYPDTVKG
RFTISRDNSKNTLYLOMNSLRAEDTAVYYCAKLGGRNHDYWYFDVWGQGTTVTVSS

CDR3

Light chain of hl1éB3-51

CDR1 CDR2
DIVMTQSPDSLAVSLGERATINCRASESVEYYGTSLMOWYQQKPGQPPKLLI Y AASNVESGVEDRFS
GSGSGTDFTLTISSLOAEDVAVYYCQOSWKVPEFTEFGQRGTKLEIK

CDR3

Figurel5B
Heavy chain of hl18B3-52

CDR1 CDRZ
EVQLVESGGGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLERVSE ISFARDRAFYPDTVKSG

RFTISRDNSKENTLYLQMNSLRAEDTAVYYCARLGGRNHDYWYFDVWGQOGTTVTVSS
CDR3

Light chain of hi6B3-5S2

CDR1 CDRZ
DIVMTQSPDSLAVSLGERATINCRASESVEYYGTSLMOWYQQKPGQPPKLLIYAASNVESGVPLRFS
GSGSGTDFTLTISSLQAEDVAVYYCQQSWKVPFTFGQGTKLEIK

CDR3

Figurel15C
Heavy chain of hiéB3-S3

CDR1 CDR2
EVQLVESGGGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLEWVSEISFARDRAFYPDTVKG
RFTISRDNSKNTLYLQMNSLRAEDTAVYYCARLGGKNHEDFWYFDVWRGQGTTIVTVSS '

CDR3

Light chain of hi6B3-583

CDR1 CDR2
DIVMTQSPDSLAVSLGERATINCRASESVEYYGTSLMOWYQQKPGOPPKLLIYAASNVESGVPDRES
GSGSGTDFTLTISSLQAEDVAVYYCQQSWKVPFTFGQGTKLEIK

CDR3
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Figure15D
Heavy chain of hi6B3-54

CDR1 CDR2
EVQLVESGGGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLEWVSEI SFARDRAFYPDTVKG
RETISRDNSKNTLYLQMNSLRAEDTAVYYCARLGGKNHDFWYFDVWGQGTTVTVSS

CDR3

Light chain of hléB3-54

CDR1 CDR2Z
DIVMTQSPDSLAVSLGERATINCRASESVEYYGTSLMOWYQQKPGQPPKLLIYAASNVESGVPDRES
GSGSGTDFTLTISSLQAEDVAVYYCQQSWRVPFTFGQGTKLEIK

CDR3

Figurel5E

Heavy chain cf hi16B3-55

. CDR1 CDR2
EVQLVESGGGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLEWVSEI SFARDRAFYPDTVKS
RETISRDNSKNTLYLQMNSLRAEDTAVYYCARLGGKNRDFWYFDLWGQGTTVTVSS

CDR3

Light chain of h1i6B3-55

CDR1 CDR2Z
DIVMTQSPDSLAVSLGERATINCRASESVEYYGTSLMOWYQQKPGQPPKLLIYAASNVESGVPDRES
GSGSGTDFTLTISSLOQAEDVAVYYCQOSWKVPFTFGQGTKLEIK

CDR3

Figurel5F

Heavy chain of hléB3-5¢

CDR1 CDR2 :
EVQLVESGGGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLEWVSEISFARDRAFYPDTVKG
RETISRDNSKNTLYLOMNSLRAEDTAVYYCARLGGKNRDFWYFDLWGQGTTVTVSS

CDR3

Light chain of h16B3-356

CDR1 CDRZ2
DIVMTQSPDSLAVSLGERATINCRASESVEYYGSTSLMOWYQQKPGQPPKLLIYAASNVESGVPDRES
GSGSGTDFTLTISSLQAEDVAVYYCQQSWRVPFTFGQRGTKLEIK

CDR3
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FigurelbG

Heavy chain of hléB3-87

CDR1 CDRZ
EVQLVESGGGLVUPGGSLRLSCAASGFTFSAYTMSWVRQAPGKGLEWVS DI SFARDRAFYPDTVKG

RETISEDNSKNTLYLOMNSLRAEDTAVYYCARLGGKNRDEWYFDLWGQGTTVTIVSS
CDR3

Light chain of hlér3-87

CDR1 CDR2

DIVMTQSPDSLAVELGERATINCRASESVEYYGTSLMQWYQQKPGQPPRKLLIYAASNVESGVPDRFES
S TISSLRAEDVAVYYCQQOSWKVPFTFGOGTKLEIK

GSGSGTDFTL
CDR3
Figurel5H
Heavy chain of hi1€éB3-338
CDR1 CDR2

EVQLVESGGGLVQPGGSLRLSCAASGFTFSAYTMSWVRQAPGKGLEWVSDISFARDRAFYPDTVKG
RETISRDNSKNTLYLOMNSLRAEDTAVYYCARLGGKNRDFWYFDLWGRGTTVTVSS
CDR3

Light chain of hléB3-58

CDR1 CDR2
DIVMTQSPDSLAVSLGERATINCRASESVEYYGTSLMOWYQQKPGQPPKLLIYAASNVESGVPDRFES
GSGSGTDFTLTISSLQAEDVAVYYCQQSWRVPFTFGQGTKLEIK

CDR3

Figurelbl _
‘Heavy chain of hl6B3-Fi

CPR1 CDR2
EVOLVESGGGLVOPGGSLRLSCAASGFTEFSGYTMSWVRQAPGKGLEWVSEISFARDRAFYPDTVKG
RFTISRDNSKNTLYLOMNSLRAEDTAVYYCARLGGRNHDYWYFDVWGQGTTVTIVSS

CDR3

Light chain of hléB3-F1

CDRI CDR2
DIGMTQSPSSLSASVGDRVTITCRASESVEYYGTSLMOWYQOKPGKAPKLLIYAASNVESGVPSRES
GSGSGTDFTLTISSLOPEDFATYYCQOSWKVPFTFGQGTKLEIK

CIDR3
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Figurelbd
Heavy chain of hléB3-F2

CDR1 CDR2
EVQLVESGGGLVYPGGSLRLSCAASGEFTFSGYTMSWVRQAPGKGLEWVSEISFARDRAFYPDTVKG
REFTISRDNSKNTLYLOMNSLRAEDTAVYYCARLGGRNHDYWYFDVWGQGTTVTVSS

’ CDR3

Light chain of hiéB3-F2

CDR1 CDRZ
EIVMTQSPATLSVSPGERATLSCRASESVEYYGTSLMOWYQQKPGQAPRLLIYAASNVESGI PARFS
GSGSGTEFTLTISSLOSEDFAVYYCQOSWKVPEFTFGQGTKLEIK

CDR3

Figurel5K

Heavy chain of hl1éB3-F3

CDR1 CDRZ
EVQLVESGGGLVQPGGSLRLSCAASGFTFSGYTMSWVRQAPGKGLEWVSEI SFARDRAFYPDTVKS
RETISEDNSKNTLYLOMNSLRAEDTAVYYCARLGGRNHDYWYFDVWGQGTTVTVSS

CDR3

Light chain of hi16B3-F3

CDR1 CDRZ
EIVLTQSPGTLSLSPGERATLSCRASESVEYYGTSLMOWYQQKPGQAPRLLIYAASNVESGIPDRES
GSGSGTDFTLTISRLEPEDFAVYYCQQSWKVPFTFGQOGTKLEIK

CDR3

Figurel6A

Heavy c¢hain of hG5A1-51

CDR1 CDR2
QVQLVQOSGSELKKPGASVKVSCKASGYTFTNYGMNWVROAPGQGLEWMGWINTY SGVPTYAGDFKG
REVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGYYGRRYFDVHGKGTTVTVSS

CDR3 '

Light chain of h55A1-51

CDR1 ‘ CDR2
DIVLTGSPASLAVSPGQRATITCKASYSVDYDVDSYMAWYQQOKPGQPPKLLIYAASNLASGVPARFS
GSGSGTDFTLTINPVEANDTANYYCQQTIEDPPTFGGGTKVEIK 4

CDR3 '
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Figurel6B
Heavy chain of hS55AL-3Z
CDR1 CDR2
QVOLVOSGSELKKPGASVKVSCKASGY TrTNYGLNWV’QﬁFhOFLLkM«UINLY~G"ET§9GDFK
REVFSLDTSVSTAYLOISSLKAEDTAVYYCARRGYYGRREFFDVHGKGTTIVTIVES
CDRZ2
Light chain of h55A1-82
CDR1 CDRZ
DIVLTOSFPASLAVEPGORATITCKASOQSVDYDVDSYMHWYQQORPGQPPKLLIYAASNLASGVPAEFR
GEGSGTDEFTLTINPVEANDTANYYCQQTIEDPPTFGGGTKVEIK
CDR3

Figurel6C
Heavy chain of h55a1-83

CDR1 CDR2
QVOLVQRSGSELKKPGASVKVSCKASGYTFTNYGLNWVRQAPGQGLEWMGWINTYSGVPTYAGDFKG

RFVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGYYGRRFFDVHGKGTTVTVSS
CDR3

Light chain of h55A1-83
CDR1 CDR?
DIVLTOSPASLAVSPGORATITCKASQSVDYDVDSYMHWYQQKPGOPPKLLIYAASNLASGVPAKRFS

GEGSGTDFTLTINPVEANDTANYYCONTIEDPPTFGGGTKVEIK

CDR3
Figure16D
Heavy chain of h35a1-8
CDR1 CDRZ
QVOLVQSGSELKKPGASVKYS CKASGY TETNY AMNWVROAFGOGLEWMGWINTY SGVGTYAGDFKG
REVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGEFYGRRFFDVAGKGTTVTIVSS
CDR32

Light chain of h55A1-354

DR1 CDR2 ]

ASHNLASGVPARFS

VDYDVDSYMEWYQQOKPGQPFKLLIYA

DIVLTQSPASLAVSPGQRATITCRASYS
GSGSGTDFTLTINPVEANDTANYYCQQTIEDPPTEGGGTKVEIK
CDR3
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Figurel6E

Heavy chain of h55A1-85

CDR1 CDR2
QVQLVQSGSELKKPGASVKVSCKASGYTFTNYAMNWVRQAPGQGLEWMGWINTYSGVGTYAGDFKG
RFVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGFYGRRFEDVWGKGTTVTVSS

’ CDR3

Light chain of h55A1-85

CDR1 CDR2
DIVLTQSPASLAVSPGQRATITCKASQSVDYDVDSYMHWYQQKPGQPPKLLIYAASNLASGVPARFS
GSGSGTDFTLTINPVEANDTANYYCONTIEDPPTFGGGTKVEIK

CDR3

Figurel6F
Heavy chain of h5b5A1-8¢

CDR1 CDR2
SVQLVOSGSELKKPGASVKVSCKASGY TFTNYALNWVRQAPGQGLEWMGWINTYSGVGTYAGEFKG
REVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGFYGRRFFDVWGKGTTVTVSS
CDR3

Light chain of h53A1-5¢

CDR1 CDR2
DZVLTQSPASLAVSPGQRATiTCKASQSVDYDVDSYMHWYQQKPGQPPKLLIYAASNLASGVFARFS
GSGSGTDFTLTINPVEANDTANYYCQQTIEDPPTFGGGTKVEIK

’ CDR3

Figurel6G
Heavy chain of h55A1-57

CDR1 CDR2
QVOLVOSGSELKKPGASVKVSCKASGY TFTNYALNWVRQAPGQGLEWMGWINTYSGVETYAGEFKG
RFEVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGFYGRRFFDVWGKGTTVTVSS
CDR3

Light chain of h55Aa1-57

CDR1 CDERZ2
DIVLTQSPASLAVSPGQRATITCKASQSVDYDVDSYMEWYQQKPGQPPKLLIYAASNLASGVPARFS
GSGSGTDFTLTINPVEANDTANYYCONTIEDPPTFGGGTKVEIK

CDR3
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Figurel6H

Heavy chain of h55Al-F1

CDRL CDR2
QVQLVQSGSELKKPGASVKVSCKASGY TFTNYGMNWVRQAPGOGLEWMGWINTY SGVFTYAGDFKG
REVFSLDTSVSTAYLQISSLKAEDTAVYYCARRGYYGRRYFDVAGKGTTVTVSS
CDR3

Light chain of h55A1-F1

CDR1 CDR2
DIQLTQSPSSLSASVGDRVTITCKASOSVDYDVDSYMEWYQQOKPGKAPKLLIVYAASNLASGVPSRES
GSGSGTDEFTFTISSLOPEDIATYYCQOTIEDPPTFGGGTKVEIK

CDR3

Figurel6l

Heavy chain of hS55A1-F2

CDR1 CDRZ2
QVOLVQSGAEVKKPGASVKVSCKASGYTFTNY GMNWVRQAPGOGLEWMGWINTYSGVEPTYAGDFKG
RVIMITDTSTSTAYMELRSLRSDDTAVYYCARRGYYGRRYFDVHGKGTTVTVSS

CDR3

Light cheain of hS5AI-F2

CDR1 CDRZ
EIVMTQSPATLSVSPGERATLSCKASQSVDYDVDSYMHWYQQKPGQAPRLLIYAASNLASGIPARFS
GSGSGTEFTLTISSLQSEDFAVYYCQQTIEDPPTFGGGTKVEIK

CDR3

Figure16J

Heavy chain of hS5hA1-F3

CDR1 CDRZ
QVQLVQSGAEVKKPGASVKVSCKASGYTFTNYGMNWVRQAPGQGLEWMGWlNTYSGVPTYAGDFKG
RVIMITTDTSTSTAYMELRSLRSDDTAVYYCARRGYYGRRYFDVWGKGTTVTVSS

CDR3

Light chain of h55a1-F3

CDR1 CDRZ
DIQLTQSPSSLSASVGDRVTITCKASQSVDYDVDSYMEWYQQKPGKAPKLLIYAASNLASGVPSRES
GSGSGTDFTLTISSLQPEDFATYYCQQTIEDPPTFGGGTKVEI

CDR3
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Figurel6K

Heavy chain of h55A1-F4

CDR1 CDRZ
QVOLVQOSGAEVKKPGASVKVSCKASGY TFTNYGMNWVRQAPGQGLEWMGWINTYSGVPTYAGDFKG
RVIMTTDTSTSTAYMELRSLRSDDTAVYYCARRGYYGRRYFDVWGKGTTVTVSS
CDR3

Light chain of h55A1-F4

CDR1 CDR2Z
EIVLTQSPGTLSLSPGERATLSCKASQSVDYDVDSYMHWYQQOKPGQAPRLLIYAASNLASGIPDRFS
GSGSGTDFTLTISRLEPEDFAVYYCQQTIEDPPTFGGGTKVEIK

CDR3

Figurel6L

Heavy chain of h535A1-F5

CDR1 CDRZ
QVQLVQSGAEVKKPGASVKVSCKASGY TFTNY GMNWVRQAFGQGLEWMGRINTYSGVPTYAGDFKG
RETFTLDTSTSTAYMELSSLRSEDTAVYYCARRGYYGRRYFDVHGKGTTIVTVSS

CDR3
Light chain of h55a1-FS
CDR1 CDRZ
DIQLTQSPSSLSASVGDRVTITCKASOSVDYDVDSYMHWYQQKPGKAPKLLIYAASNLASGVPSERES
GSGOGTDETLTISSLYPEDFATYYCQQTIEDPPTEFGGGTKVEIK
COR3
Figurel6M
Heavy chain of hb55al1-F¢
CDR1 CDR2

QVQLVQSGAEVKKPGASVKVSCKASGYTFTNYGMNWVRQAFGOGLEWMGWINTYSGVPTYAGDFKG
RFTFTLDTSTSTAYMELSSLRSEDTAVYYCARRGYYGRRYFDVWGKGTTVTVSS
CDR3

et

Light chain of h55A1-F6
CDR1 CDR2
EIVMTQSPATLSVSPGERATLSCKASQSVDYDVDSYMEWYQOKPGQAPRLLIYAASNLASGIPARFES
GSGSGTEFTLTISSLQSEDFAVYYCOQTIEDPPTFGGGTKVEIK
CDR3
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Figurel7A

Heavy chain of h53A11-51

CDR1 CDR2
QVOLVOSGAEVKKPGASVKVSCKASGYTFT DY TMHWVRQAPGQRLEWMGGINPYYGGTTYNEKFKD
RVTITRDTSASTAYMELSSLRSEDTAVYYCAKGDYYGGSYNYWGQGTTVTVSS

CDR3

Light chain of h&%3A11-51

CDR1 CDR2
EIVMTQSLATLSVSPGERATLSCRASQDISNSLEHWYQQKPGQAPRLLIKYASQSISGIPARFSGSGS
GTEFTLTISSLRSEDFAVYYCQOSNSWPYTFGQGTKLEIK

CDR3

FigurellB

Heavy chain of h53A11-82

CDR1 CDR2
QVQLVOSGAEVKKPGASVEVSCKASGY TFTDYTMHWVRQAPGORLEWMGGINPYYGGTTYNEKFEKD
RVTITRDTSASTAYMELSSLRSEDTAVYYCAKGDYYGGSYNYWGQGTTVIVSS
: CDE3

Light chain of h53A11-52

CDR1 CDR2
EEVMTQSLATLSVSPGERATLSCRRSQDISNSLﬁWYQQKPGQAPRLLZYYASQSI%GIPARFSGSGS
GTEFTLTISSLQSEDFAVYYCQQSNSWPYTFGOGTKLEIK

CDR3

FigurellC
Heavy chain of h53A11-53

CDRI CDR2
QVOLVOSGAEVKKPGASVREVSCKASGYTFTDY TMHWVRQAPGORLEWMGGINPYYGGTTYNEKFKD
RVTITRIOTSASTAYMELSSLRSEDTAVYYCAKGDYYGGSYNYWGQRGTTVTVSS

CDR3

Light chain of hBE3A11-S3

CDR1 CDRZ2
EIVMTQSPATLSVSPGERATLSCRASQDISNSLHWYQQKPGQAPRLLIKYASQSISGIPARFSGSGS
GTEFTLTISSLOSEDFAVYYCQQOSNSWPYTFGQGTKLEIK

CDR3
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Figurel7D

Heavy chain of h53A11-54

CDRI1 CDR2
QVQLVOSGAEVKKPGASVKVSCKASGYTFT DY TMHWVRQAPGORLEWMGGINPYYGGTTYNEKFKD
RVTITRDTSASTAYMELSSLRSEDTAVYYCARGDYYGGSYNYWGQGTTVTVSS

CDR3

Light chain of h53A11-354

CDR1 CDR2
EIVMTQSPATLSVSPGERATLSCRASQDISNSLEWYQQKPGQAPRLLIKYASQSISGIPARFSGSGS
GTEFTLTISSLQSEDFAVYYCQQSNSWPYTFGQGTKLEIK

CDR3

Figurel8A
Heavy chain of h23H8-51
CDR1 CDRZ
QVQLVQSGAEVKKPGASVKVSCKASGY TFTDNT IEWVRQAPGOGLERMGEINPYYGGTNNNEKFKD
RVIMTRDTSISTAYMELSRLRSDDTAVYYCARKGIYYSSPFDYWGQGTTVTVSS
CDR3

Light chain of h23HE-51

CDR1 CDRZ2
DIOMTQSPSSLSASVGDRVTITCRASODINNYLNWYQQKPGKAPKLLIYYTSKLHSGVPSREFSGSGS
GTDETLTISSLOPEDFATYYCQQGNTLPFTFGQGTKLEIK

CDR3

Figure18B
Heavy c¢hain of h23HB8-52
v CDR1 CDR2Z
QVQLVQOSGAEVKKPGASVKVSCKASGYTFTDNT IHWVRQAPGQGLEWMGEINPYYGGTNNNEKFKD
RVTMTRDTSISTAYMELSRLRSDDTAVYYCARKGIYYSSPFDYWGQGTTVTVSS
CDR3

Light chain of h23EB-S2

CDR1 CDR2
DIQMTQSPSSLSASVGDRVTITCRASQDINNYLNWYQQKPGKAPKLLISYTSKLHSGVPSRFSGSGS
GTDETLTISSLQREDFATYYCQQGNTLPFTFGQGTKLEIK

CDR3
Figure18C
Heavy chain of h23H8-53

CDR1 CDR2
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDNT IHWVRQAPGQOGLEWMGH INPYYGGTNNNEKFKD
RVIMTRDTSISTAYMELSRLRSDDTAVYYCARKGIYYSSPFDYWGQGTTVTIVSS

CDR3

Light chain of h23H8-53

CDR1 CDR2
DIQMTQSPSSLSASVGDRVTITCRASODINNYLNWYQQKPGKAPKLLISYTSKLEHSGVPSRFSGSGS
GTDFTLTISSLOQPEDFATYYCQUGNTLPFTFGQGTKLEIK

CDR3
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Figurel9A

Heavy chain of hl13B3-51

CDR1 CDR2
OVQLVQSGAEVKKPGASVKVSCKASGYTFTEY TMEWVRQAPGQGLEWMGS INPYYGGTSYNEKFKD
RVTMTRDTSTSTVYMELSSLRSEDTAVYYCARYGNYVGYFDYWGQGTTVTVSS

CDR3
Light chain of h13B3-51

CDR1 CDR2
EIVLTQSPGTLSLSPGERATLSCRASSSVHYMYWYQQKPGQAPRLLIYYTSNLAPGIPDRFSGSGSG
TDFTLTISRLEPEDFAVYYCQQFTSSPYTFGGGTKVEIK

CDR3

Figurel9B

Heavy chain of h13B3-52

CDR1 CDRZ
OVQLVQSGAEVKKPGASVKVSCKASGYTFTEYTMHWVROAPGOGLEWMGSINPYYGG

YGGTSYNEKFKD
RVISTRDTSISTAYMELSRLESDDTVVYYCARYGNYVGYFDYWGQGTTVTVSS

CDR3
Light chain of hl3B3-52

CDRI1

CDRZ
EIVLTQSPGTLSLSPGERATLSCRASSSVHYMYWYQQKPGQAPRLLIYYTSNLAPGIPDRFSGSGSEG
TDFTLTISRLEPEDFAVYYCQQFTSSPYTFGGGTKVEIK

CDR3
Figurel9C

Heavy chain of h13B3-53

CDR1 CDR2Z
QVRLVQSGAEVKKPGASVKVSCKASGYTFTEY TMHWVRQAPGGGLEWMGS INPYYGGTSYNEKFKD
RVTMTRDTSTSTVYMELSSLRSEDTAVYYCARYGNYVGYFDYWGQGTTVTVSS

CDR3
Light chain of h13B3-33

CDR1

CDRZ
EIVLTQSPATLSLSPGERATLSCRASSSVHYMYWYQQKPGQAPRLLIYYTSNLAPGI PARFSGSGSG

TLFTLTISSLEPEDFAVYYCQQFTSSPYTFGGGTKVEIK
CDR3
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Figurel19D

Heavy chain of hi13B3-54

CDR1 CDRZ
QVQLVQSGAEVKKPGASVKVSCKASGYTFTEYTMHWVRQAPGQGLEWMGSENPYYGGTSYNEKFKD
RVISTRDTSISTAYMELSRLRSDDTVVYYCARYGNYVGYFDYWGQGTTVTVSS

) CDR3

Light chain of h13B3-54

CDR1 CDR2
EIVLTQSPATLSLSPGERATLSCRASSSVHYMYWYQQKPGQAPRLLIYYTSNLAPGIPARFSGSGSG
TDFTLTISSLEPEDFAVYYCQQFTSSPYTFGGGTKVEIK

CDR3

Figure20A

Heavy chain of hl2B10-s1

CDR1 CDR2
EVQLVESGGGLVKPGGSLRLSCAASGFSLETSGMGVEWVRQAPGKGLEWLAE IWWKDEKYYNPSLKS
RFTISRDDSKNTLYLQMNSLKTEDTAVYYCARDHLAYYFDVWGQGTLVIVSS

CDR3

Light chain of h12B10-Si

CDR1 CDR2Z
DIQMTQSPSSLSASVGDRVIITCRKASQDINKYIAWYQQOKPGKAPKLLMAYPFTLQPGVPSRESGSGS
GTDFTLTISSLOPEDFATYYCLQYDNLLWTFGQGTKVEIK

CDR3

Figure20B

Heavy chain of hl2Bl0-52

CDR1 CDRZ
EVOLVESGGGLVKPGGSLRLSCAASGFSLSTSGMGVGWVRQAPGKGLEWLARIWWNDEKYYNPSLKS
RFTISRDDSKNTLYLOMNSLKTEDTAVYYCARDHLAFYFDLWGQGTLVTIVSS

CDR3

Light chain of hl12B10-52

CDR1 CDRZ
DIOMTQSPSSLSASVGDRVTITCKASQDINKY TANYQOKPGKAPKLLMAYPFTLOPGVPSRESGSGS
GTDFTLTISSLQPEDFATYYCLQYDNLLWTFGQGTKVEIK

CDR3
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Figure20C

Heavy chain of h12ZB10-S3

CDR1 CDRZ
EVQLVESGGGLVKPGGSLRLSCAASGFSLS TSGMGVGWVRQAPGKGLEWLAE INWNDEKY YNPSLKS
RETISRDDSKNTLYLOMNSLKTEDTAVYYCARDHLAFFFDLWGRGTLVTVSS
CPR3

Light chain of hi2B19-53

CDR1 CDR2
DIQMTOSPSSLSASVGDRVTITCKASODINKYIAWYQQKPGKAPKLLMAY PFTLQPGVPSRFSGSGS
GTDFTLTISSLQPEDFATYYCLOYDNLLWTFGQGTKVEIK

CDR3

Figure20D

Heavy chain of h12B10-54

CDR1 , CDR2
EVQLVESGGGLVKPGGSLRLSCAASGFSLS SSGMGVGWVRGAPGKGLEWLAR IWWNDEKY YNPSLKS
RFTISRDDSKNTLYLQMNSLKTEDTAVYYCARDELVEFFDLWGQGTLVIVSS
CDR3

Light chain of h12B10-54

CDR1 CDR2
DIQMTQSPSSLSASVGDRVTITCKASQDINKYIAWYQQKPGKAPKLLMAYPFTLQPGVPSRESGSGS
GTDFTLTISSLQPEDFATYYCLQYDNLLWTFGQGTKVEIK

CDR3

Figure21A
Heavy chain of hl6Fé-S1

CDR1 CDRZ
QVQRLVQSGAEVKKPGASVKVSCKASGY TFTTYWIAWVREQAPGQGLEWMGE I LPGSAKTKYNKKFKG
RVIMTRDTSTSTVYMELSSLRSEDTAVYYCAVYDYGADYWGQGTTVIVSS
CDR3

Light chain of hl6F6-S1

CDR1 CDR2
DIOMTQEPSSLSASVGDRVTITCKASQDVY TAVAWYQQKPGKSPKLLIYSASYRFTGVPSRESGSGS
GIDETLTISSLOPEDFATYYCQQHYSIPRTFGGGTKVEIK

CDR3
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Figure21B

Heavy chain of hléF6-52

CDR1 CDRZ
QVQLVQSGAEVRKKPGASVKVSCKASGYTFTTYWIAWVRQAPGQGLEWMGE I LPGSAKTKYNKKFKG
RVTMTRDTSTSTVYMELSSLRSEDTAVYYCAVYDYGADYWGQGTTVTVSS

CDR3

Light chain of h16F6-52

CDR1 CDRZ
DIOMTQSPSSLSASVGDRVTITCKASQDVY TAVAWYQQKPGKSPKLLIYSASYRFTGVPSRFSGSGA
GTDFTLTISSLQPEDFATYYCQQHYSIPRTFGGGTKVEIK

CDR3

Figure21GC

Heavy chain ¢f hléFé¢-s3

CDR1 CDR2
QVQLVOSGAEVKKPGASVKVSCKASGYTFTTYWIAWVRQAPGQGLEWMGEILPGSAKTKYNKKFKG
RVIMIRDTSTSTVYMELSSLRSEDTAVYYCAVYDYGSADYWGQGTTVTVSS

CDR3

Light chain of hléF6-83

CDR1 CDR2
DIQMTQSPSSLSASVGDRVTITCKASQDVYTAVAWYQQKPGKSPKLLIYSASYRFTGVPSRFTGSGA
GTDFTLTISSLQPEDFATYYCQQHYSIPRTFGGGTKVEIK

CDR3

Figure21D

Heavy chain o¢f hléFe-54

CDR1 CDR2
QVOLVQSGAEVKKPGASVKVSCKASGYTFTTYWI AWVRQAPGQGLENMGEILPGSAKTKYNKKFKG
RVTMTRDTSTSTVYMELSSLRSEDTAVYYCAVYDYGADYWGQGTTVTVSS

CDR3

Light chain ¢f hl6F&-34

CDRI1 CDRZ
DIOMIQSPSSLSASVGDRVTITCKASQDVY TAVAWYQQKPGKSPKLLIYSASYRFTGVPSRFTGSGA
GTDFTFTISSLOPEDFATYYCQQHYSIPRTFGGGTKVEIK

CDR3
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Figure21E
Heavy chain of hl1éFé6-585

CDR1 CDR2
QVQLVQSGAEVKKPGASVKVSCKASGYTFTTYWIAWVRQAPGQGLEWMGEILPG$AKTKYNKKFKG
RVTMTRDTSTSTVYMELSSLRSEDTAVYYCAVYDYGADYWGQGTTVTVSS

CDR3

Light chain of hi6F6-55

CDR1 CDR2
DEQMTQSPSSLSASVGDRVSITCKASQDVYTAVAWYQQKPGKSPKLLIYSASYRFTGVPSRFTGSGA
GTDFTFTISSLOPEDFATYYCQQHYSIPRTFGGGTKVEIK

CDR3
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SEQUENCE LISTING

<110> SHIONOGI & CO., LTD.

<120>
<130> 15P00051w0
<160> 106

<170> PatentIn version 3.5

<210> 1

<211> 500

<212> PRT

<213> Homo sapiens

<400> 1
Met Ser Asn Ser val Pro Leu Leu Cys Pge Trp Ser Leu Cys Tgr Cys
1 5 1 1

Phe Ala Ala Gly Ser Pro val Pro Phe Gly Pro Glu Gly Arg Leu Glu
20 25 30

Asp Lys Leu His Lys Pro Lys Ala Thr GIn Thr Glu val Lys Pro Ser
35 40 45

val Arg Phe Asn Leu Arg Thr Ser Lys Asp Pro Glu His Glu Gly Cys
50 55 60

Tyr Leu Ser val Gly His Ser Gln Pro Leu Glu Asp Cys Ser Phe Asn
65 70 75 80

Met Thr Ala Lys Thr Phe Phe Ile Ile His Gly Trp Thr Met Ser Gly
85 90 95

ITe Phe Glu Asn Trp Leu His Lys Leu val Ser Ala Leu His Thr Arg
100 105 110

Glu Lys Asp Ala Asn val val val val Asp Trp Leu Pro Leu Ala His
115 120 125

Gln Leu Tyr Thr Asp Ala val Asn Asn Thr Arg val val Gly His Ser
130 135 140

ITe Ala Arg Met Leu Asp Trp Leu GIn Glu Lys Asp Asp Phe Ser Leu
145 150 155 160

Gly Asn val His Leu Ile Gly Tyr Ser Leu Gly Ala His val Ala Gly
165 170 175

Tyr Ala Gly Asn Phe val Lys Gly Thr val Gly Arg Ile Thr Gly Leu
180 185 190

Asp Pro Ala Gly Pro Met Phe Glu Gly Ala Asp Ile His Lys Arg Leu
Page 1



ser

ser

225

Ile

val

Glu

Asp

305

Tyr

Lys

‘Ile

Tyr

Glu

385

Tyr

Glu

Tyr

Ile

Glu

Pro
210
Phe
Tyr

Leu

His

Asn

Thr

His

val

370

Ile

Thr

Gly

Leu

195

Asp

Gly

Pro

Gly

Glu

275

Pro

Ile

Ala

Arg

val

355

Thr

val

Glu

Ala

ser

435

val

Pro

Asp

Leu

Asn

ser

260

Arg

Ser

Cys

Lys

Ala

340

Phe

Leu

Glu

Glu

sSer

420

Gln

Lys

Glu

Ala

Ser

Gly

Ile

Ala

Phe

Leu

Ser

Tyr

Arg

Pro

Ser

Asn

15P00051wW0_sequence listing_English.txt

Asp

Ile

230

Gly

Ala

val

Ala

ser

310

Met

Met

Tyr

Gly

Ile

390

Leu

ser

Arg

Gly

Thr

Phe

215

Gly

Asp

Tyr

His

Phe

295

Cys

Arg

Pro

Lys

Thr

375

Glu

Gly

Trp

Asn

200

val Asp val Leu

Ile

Phe

Gly

Leu

280

Gln

Arg

Asn

Phe

Asn

360

Asn

Gln

ASp

TYr

Pro

440

Thr

Ile

Gln

GlIn

Thr

265

Phe

Cys

Lys

Lys

Arg

345

Met

Ala

Asn

Leu

Asn

425

Gly

Gln

ser

Met

Pro

250

Ile

val

Thr

Asn

330

val

Gly

Asp

Ala

Leu

410

Leu

Arg

Arg

Pro

Pro

235

Gly

Thr

Asp

Asp

Arg

Asn

Tyr

Glu

ser

Thr

395

Lys

Trp

Glu

Lys

Gly

Page 2

His

220

val

Cys

Glu

Ser

ser

300

Cys

Ser

His

Ile

Gln

380

Asn

Ile

Lys

Leu

Leu

460

Arg

205

Thr

Gly

Gly

val

Leu

285

Asn

Asn

Lys

Tyr

Glu

365

Thr

Thr

Gln

Glu

Asn

445

Thr

Glu

Tyr Thr Arg

His

Leu

val

270

val

Arg

Ser

Met

Gln

350

Pro

Leu

Phe

Leu

Phe

430

Ile

Phe

Leu

Ile

Asn

255

Lys

Asn

Phe

Ile

Tyr

335

Met

Thr

Pro

Leu

Thr

415

Arg

Arg

Cys

Trp

Asp

240

Asp

cys

Gln

Lys

Gly

Leu

Lys

Phe

Leu

val

400

Trp

Ser

Arg

Thr

Phe
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465 470 480

Arg Lys Cys Arg Asp Gly Trp Arg Met Lys Asn Glu Thr Ser Pro Thr
485 490 495

val Glu Leu Pro

500
<210> 2
<211> 5
<212> PRT
<213> chimera
<400> 2
Gly Tyr Thr Met Ser
1 5
<210> 3
<211> 17
<212> PRT
<213> chimera
<400> 3

Glu ITe Ser Phe Ala Arg Asp Arg Ala Pge Tyr Pro Asp Thr Xg1 Lys
1 5 1

Gly

<210> 4

<211> 13
<212> PRT
<213> chimera
<400> 4

Leu Gly Gly Arg Asn His Asp Tyr Trp T%r Phe Asp val
1 5 1

<210> 5

<211> 15

<212> PRT

<213> chimera

<400> 5

Arg Ala Ser Glu Ser val Glu Tyr Tyr Gly Thr Ser Leu Met Gln
1 5 10 15
<210> 6

<211> 7

<212> PRT

<213> chimera

<400> 6

Ala Ala Ser Asn ga1 Glu Ser
1

Page 3



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

<400>

1

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

<400>

7

9

PRT
chimera

7

8

13

PRT
chimera

8

Leu Gly Gly Lys
1

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

<400>

9

9

PRT
chimera

9

Gln GIn Ser Trp

1

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

<400>

10

13

PRT
chimera

10

Leu Gly Gly Lys
1

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

<400>

11

5

PRT
chimera

11

Ala Tyr Thr Met

1

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

<400>

12

17

PRT
chimera

12

Asp Ile Ser Phe
1

15P00051wo_sequence listing_English.txt

GIn GIn Ser Trp Lys val Pro Phe Thr
5

Asn His Asp Phe Trp T%r Phe Asp val
5 1

Arg val Pro phe Thr

5

Asnh Arg Asp Phe Trp T%r Phe Asp Leu
5 1

Ser

Ala Arg Asp Arg Ala Phe Tyr Pro Asp Thr val Lys
5 10 15
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Gly

<210> 13
<211> 5

<212> PRT
<213> chimera
<400> 13

Asn Tyr Gly Met Asn
1 5

<210> 14
<211> 17
<212> PRT
<213> chimera

<400> 14

Trp Ile Asn Thr Tyr Ser Gly val Pro Tgr Tyr Ala Gly Asp Phe Lys
1 5 1 15

Gly

<210> 15
<211> 11
<212> PRT
<213> chimera

<400> 15
Arg Gly Tyr Tyr §1y Arg Arg Tyr Phe égp val
1

<210> 16
<211> 15
<212> PRT
<213> chimera

<400> 16

Lys Ala Ser GIn Ser val Asp Tyr Asp val Asp Ser Tyr Met His
1 5 10 15

<210> 17
<211> 7

<212> PRT
<213> chimera

<400> 17

Ala Ala Ser Asn Leu Ala Ser
1 5

<210> 18
<211> 9

<212> PRT
<213> chimera
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<400> 18

Gln GIn Thr Ile Glu Asp Pro Pro Thr
1 5

<210> 19
<211> 5

<212> PRT
<213> chimera
<400> 19

Asn Tyr Gly Leu Asn
1 5

<210> 20

<211> 11

<212> PRT

<213> chimera

<400> 20

Arg Gly Tyr Tyr Gly Arg Arg Phe Phe Asp val
1 5 10
<210> 21

<211> 9

<212> PRT

<213> chimera

<400> 21

g]n Asn Thr Ile §1u Asp Pro Pro Thr

<210> 22

<211> 5

<212> PRT

<213> chimera
<400> 22

Asn Tyr Ala Met Asn
1 5
<210> 23

<211> 17

<212> PRT

<213> chimera
<400> 23

Trp Ile Asn Thr Tyr Ser Gly val Gly Igr Tyr Ala Gly Asp zge Lys
1 5

Gly

<210> 24
<211> 11
<212> PRT

Page 6



15P00051w0_sequence listing_English.txt
<213> chimera

<400> 24
Arg Gly Phe Tyr Gly Arg Arg Phe Phe Agp val
1 5 1

<210> 25
<211> 5

<212> PRT
<213> chimera

<400> 25

Asn Tyr Ala Leu Asn
1 5

<210> 26
<211> 5

<212> PRT
<213> chimera
<400> 26

Asp Tyr Thr Met His
1 5

<210> 27
<211> 17
<212> PRT
<213> chimera
<400> 27

Gly Ile Asn Pro Tyr Tyr Gly Gly Thr Thr Tyr Asn Glu Lys Phe Lys
1 5 10 15

Asp

<210> 28
<211> 10
<212> PRT
<213> chimera
<400> 28

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

<210> 29

<211> 11

<212> PRT

<213> chimera

<400> 29

Arg Ala Ser Gln Asp Ile Ser Asn Ser Leu His
1 5

<210> 30
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<211> 7
<212> PRT
<213> chimera

<400> 30
Iyr Ala Ser Gln ger Ile Ser

<210> 31
<211> 9

<212> PRT
<213> chimera
<400> 31

GIn Gln Ser Asn ger Trp Pro Tyr Thr
1

<210> 32
<211> 5

<212> PRT
<213> chimera
<400> 32

Asp Asn Thr Ile His
1 5

<210> 33
<211> 17
<212> PRT
<213> chimera
<400> 33

His ITe Asn Pro Tyr Tyr Gly Gly Thr Asn Asn Asn Glu Lys Phe Lys
1 5 10 15
Asp

<210> 34
<211> 11
<212> PRT
<213> chimera

<400> 34
Lys Gly Ile Tyr Tyr Ser Ser Pro Phe Asp Tyr
1 5 10

<210> 35
<211> 11
<212> PRT
<213> chimera
<400> 35

Arg Ala Ser Gln Asp Ile Asn Asn Tyr Leu Asn
1 5 10
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<210> 36
<211> 7

<212> PRT
<213> chimera
<400> 36

Tyr Thr Ser Lys Leu His Ser
1 5

<210> 37

<211> 9

<212> PRT

<213> chimera
<400> 37

GIn GIn Gly Asn Thr Leu Pro Phe Thr
1 5
<210> 38

<211> 5

<212> PRT

<213> chimera
<400> 38

Glu Tyr Thr Met His
1 5

<210> 39
<211> 17
<212> PRT
<213> chimera
<400> 39

Ser Ile Asn Pro Tyr Tyr Gly Gly Thr Ser Tyr Asn Glu Lys Phe Lys
1 5 10 15

Asp

<210> 40
<211> 10
<212> PRT
<213> chimera

<400> 40
Tyr Gly Asn Tyr val Gly Tyr Phe Asp Tyr
1 5 10

<210> 41
<211> 10
<212> PRT

<213> chimera
<400> 41

Arg Ala Ser Ser Ser val His Tyr Met Tyr
Page 9



<210> 42
<211> 7

<212> PRT
<213> chimera

<400> 42

Tyr Thr Ser Asn Leu
1 5

<210> 43
<211> 9

<212> PRT
<213> chimera

<400> 43

Gln GIn Phe Thr Ser
1 5

<210> 44
<211> 7

<212> PRT
<213> chimera

<400> 44
Thr ser Gly Met Gly
1 5

<210> 45
<211> 16
<212> PRT
<213> chimera

<400> 45
His ITle Trp Trp Asn
1 5

<210> 46
<211> 9

<212> PRT
<213> chimera

<400> 46
Asp His Leu Ala Tyr
1 5

<210> 47
<211> 11
<212> PRT
<213> chimera

<400> 47
Lys Ala Ser GIn Asp
1 5

15P00051w0_seque?fe Tisting_English.txt
1

Ala

Ser

val

Asp

Tyr

Ile

Pro

Pro Tyr Thr

Gly

Glu Lys Tyr Tyr Asn Pro Ser Leu Lys Ser
10 15

Phe Asp val

Asn Lys Tyr Ile Ala
10
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<210> 48

<211> 7

<212> PRT

<213> chimera

<400> 48

Tyr Pro Phe Thr Leu Gln Pro
1 5

<210> 49

<211> 9

<212> PRT

<213> chimera

<400> 49

Leu GIn Tyr Asp Asn Leu Leu Trp Thr
1 5

<210> 50

<211> 9

<212> PRT

<213> chimera

<400> 50

Asp His Leu Ala ghe Tyr Phe Asp Leu
1

<210> 51

<211> 9

<212> PRT

<213> chimera

<400> 51

Asp His Leu Ala Phe Phe Phe Asp Leu
1 5

<210> 52
<211> 7

<212> PRT
<213> chimera

<400> 52
Ser Ser Gly Met g1y val Gly
1

<210> 53

<211> 9

<212> PRT

<213> chimera

<400> 53

Asp His Leu val ghe Phe Phe Asp Leu
1

<210> 54
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<211>
<212>
<213>

<400>

15P00051wo_sequence listing_English.txt

5
PRT
chimera

54

Thr Tyr Trp Ile Ala
1 5

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

<400>

1

Gly

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

<400>

55

17

PRT
chimera

55

Glu Ile Leu Pro Gly Ser Ala Lys Thr Lys Tyr Asn Lys Lys
10

5

56
7

PRT
chimera

56

Tyr Asp Tyr Gly Ala Asp Tyr
1 5

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

<400>

57

11

PRT
chimera

57

Lys Ala Ser GIn Asp val Tyr Thr Ala val Ala
1 5

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

<400>

1

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

<400>

10

58

7

PRT
chimera

58

Ser Ala Ser Tyr Arg Phe Thr
5

59

9

PRT
chimera

59

$1n Gln His Tyr ger Ile Pro Arg Thr

Page 12
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<210> 60

<211> 122

<212> PRT

<213> chimera

<400> 60

Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Gly Tyr

20 25 30
Thr Met Ser Trp val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp val
35 40 45
Ser Glu Ile Ser Phe Ala Arg Asp Arg Ala Phe Tyr Pro Asp Thr val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 90 95
Ala Lys Leu Gly Gly Arg Asn His Asp Tyr Trp Tyr Phe Asp val Trp
100 105 110
Gly GIn Gly Thr Thr val Thr val Ser Ser
115 120
<210> 61
<211> 111
<212> PRT
<213> chimera
<400> 61
Asp Ile val Met Thr Gln Ser Pro Asp Ser Leu Ala val Ser Leu Gly
1 5 10 15

Glu Arg Ala ggr ITe Asn Cys Arg §1a Ser Glu Ser val ggu Tyr Tyr
5

Gly Thr Ser Leu Met GIn Trp T%r GIn GIn Lys Pro ggy Gln Pro Pro
35 4

Lys Leu Leu ITe Tyr Ala Ala Ser Asn val Glu Ser Gly val Pro Asp
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80

Ser Leu GIn Ala Glu Asp val Ala val Tyr Tyr Cys GIn Gln Ser Trp
Page 13
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85

Lys val Pro Phe Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys

100 105 110
<210> 62
<211> 122
<212> PRT
<213> chimera
<400> 62
Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe ggr Gly Tyr
20 25

Thr Met Ser Trp val Arg Gln Aga Pro Gly Lys Gly Leu Glu Trp val
35 4 45

Ser Glu Ile Ser Phe Ala Arg Asp Arg Ala Phe g%r Pro Asp Thr val
50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu Gln Met Asn ger Leu Arg Ala Glu Asp Thr Ala val Tyr ;yr Cys
5 90 5

Ala Arg Leu Gly Gly Arg Asn His Asp Tyr Trp Tyr Phe Asp val Trp
100 105 110

Gly Gln Gly Thr Thr val Thr val Ser Ser
115 120

<210> 63

<211> 122

<212> PRT

<213> chimera

<400> 63

Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Gly Tyr
20 25 30

Thr Met Ser Trp val Arg Gln Ala Pro Gly Lys Gly Zeu Glu Trp val
35 40 5

ser Glu Ile Ser phe Ala égg Asp Arg Ala Phe g%r Pro Asp Thr val
50
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Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Leu Gly
100

Gly Gln Gly Thr
115

<210> 64
<211> 111
<212> PRT
<213> chimera

<400> 64

Asp Ile val Met
1

Glu Arg Ala Thr
20

Gly Thr Ser Leu
35

Lys Leu Leu Ile
50

Arg Phe Ser Gly
65

Ser Leu GlIn Ala
Arg val Pro Phe
100
<210> 65
<211> 122
<212> PRT
<213> chimera
<400> 65

Glu val Gln Leu
1

Ser Leu Arg Leu
20

Thr Met Ser Trp

Thr
Ser
85

Gly

Thr

Thr

Ile

Met

Tyr

ser

Glu

85

Thr

val

ser

val

15P00051w0_sequence listing_English.txt

Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
70 75

Leu

Lys

val

Gln

Asn

Gln

Ala

Gly

70

Asp

Phe

Glu

Cys

Arg

Arg

Asn

Thr

ser

Cys

Trp

Ala

55

Ser

val

Gly

Ser

Ala

Gln

Ala

His

val
120

Pro

Arg

Tyr

40

Ser

Gly

Ala

Gln

Gly

Ala

Ala

Glu

ASp

Ala

25

Gln

Asn

Thr

val

Gly

Ser
25

Pro

80

Asp Thr Ala val Tyr Tyr Cys
90 95

Phe Trp Tyr Phe Asp val Trp
110

ser

Ser Leu
10

Ser Glu

GIn Lys

val Glu

Asp Phe
75

Tyr Tyr
90

Thr Lys

Gly Leu
10

Gly Phe

Gly Lys
Page 15

Ala

ser

Pro

Ser

60

Thr

Cys

Leu

val

Thr

Gly

val

val

Gly

45

Gly

Leu

Gln

Glu

GlIn

Phe

Leu

Ser

Glu

30

GlIn

val

Thr

Gln

Ile
110

Pro

Ser
30

Glu

Leu Gly
15

Tyr Tyr
Pro Pro
Pro Asp
Ile Ser

80

Ser Trp
95

Lys

Gly Gly
15
Gly Tyr

Trp val
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35 40 45

Ser Glu Ile Ser Phe Ala Arg Asp Arg Ala Phe g%r Pro Asp Thr val
50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu GIn Met Asn ger Leu Arg Ala Glu Asp Thr Ala val Tyr ggr Cys
5 90

Ala Arg Leu Gly Gly Lys Asn Arg Asp Phe Trp Tyr Phe Asp Leu Trp
100 105 110

Gly GIn Gly Thr Thr val Thr val Ser Ser

115 120
<210> 66
<211> 122
<212> PRT
<213> chimera
<400> 66
Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala ;Er Gly Phe Thr Phe ggr Ala Tyr
20

Thr Met ger Trp val Arg Gln Aga Pro Gly Lys Gly Lgu Glu Trp val
5 4 4

Ser Asp Ile Ser Phe Ala égg Asp Arg Ala Phe Tyr Pro Asp Thr val
50 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu Gln Met Asn ger Leu Arg Ala Glu Sgp Thr Ala val Tyr ggr Cys
5

Ala Arg Leu Gly Gly Lys Asn Arg Asp Phe Trp Tyr Phe Asp Leu Trp
100 105 110

Gly GIn Gly Thr Thr val Thr val Ser Ser
115 120

<210> 67
<211> 111
<212> PRT
<213> chimera

<400> 67
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Asp Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 15

Asp Arg val ;gr ITe Thr Cys Arg éga Ser Glu Ser val géu Tyr Tyr

Gly Thr ggr Leu Met GIn Trp T5r GIn GIn Lys Pro Gly Lys Ala Pro
4 45

Lys Leu Leu Ile Tyr Ala Ala Ser Asn val Glu Ser Gly val Pro Ser
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser

65 70 75 80
Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln GIn Ser Trp
85 90 95
Lys val Pro Phe Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 68
<211> 111
<212> PRT
<213> chimera
<400> 68
Glu 1le val Met Thr Gln Ser Pro Ala Thr Leu Ser val Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glu Ser val Glu Tyr Tyr
20 25 30

Gly Thr ger Leu Met Gln Trp T%r Gln Gln Lys Pro G;y Gln Ala Pro
5 4 4

Arg Leu Leu Ile Tyr Ala Ala Ser Asn val Glu Ser Gly Ile Pro Ala
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser
65 70 75 80

Ser Leu Gln Ser g;u Asp Phe Ala val g%r Tyr Cys Gin GIn Sgr Trp

Lys val pPro Phe Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 69
<211> 111
<212> PRT
<213> chimera
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<400> 69

Glu Ile val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 10

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glu Ser val Glu Tyr Tyr
20 25 30

Gly Thr ggr Leu Met GIn Trp T%r Gln Gln Lys Pro Gly GIn Ala Pro
4 45

Arg Leu Leu Ile Tyr Ala Ala Ser Asn val Glu Ser Gly Ile Pro Asp
50 55 60

Arg Phe ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser

65 70 75 80
Arg Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln Gln Ser Trp
85 20 95
Lys val Pro Phe Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 70
<211> 120
<212> PRT
<213> chimera
<400> 70
GIn val GIn Leu val Gln Ser Gly Ser Glu Leu Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys g81 Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Asn Tyr
25

Gly Met ésn Trp val Arg GIn Ala Pro Gly Gln Gly kgu Glu Trp Met
5 40

Gly Trp Ile Asn Thr Tyr Ser Gly val Pro Thr Tyr Ala Gly Asp Phe
50 55 60

Lys Gly Arg Phe val Phe Ser Leu Asp Thr Ser val Ser Thr Ala Tyr

Leu GIn Ile Ser Ser Leu Lys Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 90 95

Ala Arg Arg Gly Tyr Tyr Gly Arg Arg Tyr Phe Asp val Trp Gly Lys

Gly Thr Thr val Thr val Ser Ser
115 120
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<210> 71

<211> 111

<212> PRT

<213> chimera

<400> 71

Asp Ile val Leu Thr GIn Ser Pro Ala Ser Leu Ala val Ser Pro Gly
1 5 10 15

GIn Arg Ala ;gr Ile Thr Cys Lys é}a Ser GlIn Ser val gsp Tyr Asp
0

val Asp Ser Tyr Met His Trp Tyr Gln GIn Lys Pro Gly GIn Pro Pro
35 40 45

Lys Leu Leu ITe Tyr Ala Ala Ser Asn Leu Ala Ser Gly val Pro Ala

50 55 60
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn
65 70 75 80
Pro val Glu Ala Asn Asp Thr Ala Asn Tyr Tyr Cys Gln GlIn Thr Ile
85 920 95
Glu Asp Pro Pro Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105 110
<210> 72
<211> 120
<212> PRT
<213> chimera
<400> 72
Gln val Gln Leu val GIn Ser Gly Ser Glu Leu Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys gg1 Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Asn Tyr
25

Gly Leu Asn Trp val Arg Gln Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Trp Ile Asn Thr Tyr Ser Gly val Pro Thr gzr Ala Gly Asp Phe
50 55

Lys Gly Arg Phe val Phe Ser Leu Asp Thr Ser val Ser Thr Ala Tyr
65 70 75 80

Leu GIn Ile Ser Ser Leu Lys Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 90 95
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Ala Arg Arg Gly Tyr Tyr Gly Arg Arg Phe Phe Asp val Trp Gly Lys
100 105 110

Gly Thr Thr val Thr val Ser Ser

115 120
<210> 73
<211> 111
<212> PRT
<213> chimera
<400> 73

Asp ITe val Leu Thr GIn Ser Pro Ala Ser Leu Ala val Ser Pro Gly
1

GIn Arg Ala ;gr ITe Thr Cys Lys éga Ser GIn Ser val ggp Tyr Asp

val Asp Ser Tyr Met His Trp Tyr GIn Gln Lys Pro Gly Gln Pro Pro
35 40 45

Lys Leu Leu Ile Tyr Ala Ala Ser Asn Leu Ala Ser Gly val Pro Ala

50 55 60
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn
65 70 75 80
Pro val Glu Ala Asn Asp Thr Ala Asn Tyr Tyr Cys GIn Asn Thr Ile
85 90 95
Glu Asp Pro Pro Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105 110
<210> 74
<211> 120
<212> PRT
<213> chimera
<400> 74

Gln val GIn Leu val GIn Ser Gly Ser Glu Leu Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys val Ser Cys Lys Ala ggr Gly Tyr Thr Phe ggr Asn Tyr
20

Ala Met Asnh Trp val Arg Gln Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Trp ITe Asn Thr Tyr ggr Gly val Gly Thr g5r Ala Gly Asp Phe
50

Lys Gly Arg Phe val Phe Ser Leu Asp Thr Ser val Ser Thr Ala Tyr
65 70 75 80
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Leu GIn Ile Ser ger Leu Lys Ala Glu Sgp Thr Ala val Tyr gyr Cys
5 5

Ala Arg Arg Gly Phe Tyr Gly Arg Arg Phe Phe Asp val Trp Gly Lys
100 105 110

Gly Thr Thr val Thr val Ser Ser

115 120
<210> 75
<211> 120
<212> PRT
<213> chimera
<400> 75
G1ln val GIn Leu val GlIn Ser Gly Ser Glu Leu Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys gg] Ser Cys Lys Ala ger Gly Tyr Thr Phe ;gr Asn Tyr
5

Ala Leu Asn Trp val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Trp Ile Asn Thr Tyr Ser Gly val Gly Thr Tyr Ala Gly Glu Phe
50 55 60

Lys Gly Arg Phe val Phe Ser Leu Asp Thr Ser val Ser Thr Ala Tyr

Leu GIn Ile Ser ger Leu Lys Ala Glu ggp Thr Ala val Tyr gyr Cys
5 5

Ala Arg Arg Gly Phe Tyr Gly Arg Arg Phe Phe Asp val Trp Gly Lys

100 105 110

Gly Thr Thr val Thr val Ser Ser

115 120
<210> 76
<211> 111
<212> PRT
<213> chimera
<400> 76
Asp Ile GIn Leu Ehr GIn Ser Pro Ser Ser Leu Ser Ala Ser v§1 Gly
1 1

Asp Arg val ggr ITe Thr Cys Lys éga Ser GIn Ser val ggp Tyr Asp

pPage 21



15P00051w0_sequence listing_English.txt
val Asp ggr Tyr Met His Trp T%r GIn Gln Lys Pro Gly Lys Ala Pro
4 45

Lys Leu Leu Ile Tyr Ala Ala Ser Asn Leu Ala Ser Gly val Pro Ser
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser
65 70 75 80

Ser Leu GIn Pro Glu Asp Ile Ala Thr Tyr Tyr Cys GIn GIn Thr Ile
85 90 95

Glu Asp Pro Pro Thr phe Gly Gly Gly Thr Lys val Glu Ile Lys

100 105 110
<210> 77
<211> 120
<212> PRT
<213> chimera
<400> 77
GIn val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys ¥81 Ser Cys Lys Ala ger Gly Tyr Thr Phe ;Br Asn Tyr
5

Gly Met égn Trp val Arg GlIn an Pro Gly Gln Gly kgu Glu Trp Met

Gly Trp Ile Asn Thr Tyr Ser Gly val Pro Thr Tyr Ala Gly Asp Phe
50 55 60

Lys Gly Arg val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Arg Ser Leu Arg Ser Asp ggp Thr Ala val Tyr gyr Cys
85 5

Ala Arg Arg Gly Tyr Tyr Gly Arg Arg Tyr Phe Asp val Trp Gly Lys
100 105 110

Gly Thr Thr val Thr val Ser Ser

115 120
<210> 78
<211> 111
<212> PRT
<213> chimera
<400> 78
Glu ITe val Met Thr Gln Ser Pro Ala Thr Leu Ser val Ser Pro Gly
1 5 10 15
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Glu Arg Ala ;gr Leu Ser Cys Lys é]a Ser GIn Ser val Asp Tyr Asp
5 30

val Asp ggr Tyr Met His Trp T%r Gln GIn Lys Pro i%y Gln Ala Pro
4

Arg LSU Leu Ile Tyr Ala Ala Ser Asn Leu Ala Ser Gly Ile Pro Ala
5 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser
65 70 75 80

Ser Leu GIn Ser Glu Asp Phe Ala val Tyr Tyr Cys Gln GIn Thr Ile

85 90 95

Glu Asp Pro Pro Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105 110

<210> 79
<211> 111
<212> PRT
<213> chimera
<400> 79
Asp Ile GIn Leu Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15

Asp Arg val ;gr ITe Thr Cys Lys é}a Ser Gln Ser val gsp Tyr Asp

val Asp ggr Tyr Met His Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro
40 45

Lys Leu Leu Ile Tyr Ala Ala Ser Asn Leu Ala Ser Gly val Pro Ser

50 55 60
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80
Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn Gln Thr Ile
85 90 95
Glu Asp Pro Pro Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105 110
<210> 80
<211> 111
<212> PRT
<213> chimera
<400> 80
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Glu I1e val Leu Ehr GIn Ser Pro Gly Tgr Leu Ser Leu Ser Pro Gly
1 1 15

Glu Arg Ala ggr Leu Ser Cys LysS é1a Ser GIn Ser val ggp Tyr Asp
5

val Asp ger Tyr Met His Trp T%r GIn GIn Lys Pro Gly GIn Ala Pro
5 4 45

Arg Leu Leu Ile Tyr Ala Ala Ser Asn Leu Ala Ser Gly Ile Pro Asp
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80

Arg Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln GIln Thr Ile

85 920 95
Glu Asp Pro Pro Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105 110

<210> 81

<211> 120

<212> PRT

<213> chimera

<400> 81

GIn val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1

Ser val Lys val Ser Cys Lys Ala ger Gly Tyr Thr Phe ggr Asn Tyr
20 5

Gly Met Asn Trp val Arg Gln Ala Pro Gly Gln Gly kgu Glu Trp Met
35 40

Gly Trp Ile Asn Thr Tyr Ser Gly val Pro Thr T%r Ala Gly Asp Phe
50 55 6

Lys Gly Arg Phe Thr Phe Thr Leu Asp Thr Ser Thr Ser Thr Ala Tyr

Met Glu Leu Ser Ser Leu Arg Ser Glu Sgp Thr Ala val Tyr ggr Cys
85

Ala Arg Arg Gly Tyr Tyr Gly Arg Arg Tyr Phe Asp val Trp Gly Lys
100 105 110

Gly Thr Thr val Thr val Ser Ser
115 120

<210> 82
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<211> 119

<212> PRT

<213> chimera

<400> 82

Gln val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr AsSp Tyr
20 25

Thr Met His Trp val Arg Gln Ala Pro Gly Gln Arg Leu Glu Trp Met
35 40 45

Gly Gly Ile Asn Pro Tyr Tyr Gly Gly Thr Thr E%r Asn Glu Lys Phe
50 55

Lys Asp Arg val Thr Ile Thr Arg Asp Thr Ser Ala Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val Tyr ggr Cys
85 90

Ala Lys Gly Asp Tyr Tyr Gly Gly Ser Tyr Asn Tyr Trp Gly GIn Gly
100 105 110

Thr Thr val Thr val Ser Ser
115

<210> 83
<211> 107
<212> PRT
<213> chimera
<400> 83

Glu Ile val Met Thr Gln Ser Leu Ala Thr Leu Ser val Ser Pro Gly
1

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Asp Ile Ser Asn Ser
20 25 30

Leu His Trp Tyr GIn GIn Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45

Lys Tyr Ala Ser GIn Ser Ile Ser Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80

Glu Asp Phe Ala §?1 Tyr Tyr Cys Gln ggn Ser Asn Ser Trp ggo Tyr
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Thr pPhe Gly Gln Gly Thr Lys Leu §1u Ile Lys
05

100
<210> 84
<211> 107
<212> PRT
<213> chimera
<400> 84

Glu Ile val Met Thr GIn Ser Leu Ala Thr Leu Ser val Ser Pro Gly
1 5 10 15

Glu Arg Ala ;hr Leu Ser Cys Arg éga Ser GIn Asp Ile ggr Asn Ser
0

Leu His Trp Tyr GIn GIn Lys Pro Gly GIin Ala Pro Arg Leu Leu Ile
35 40 45

Tyr Tyr Ala Ser GIn Ser Ile Ser Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu GIn Ser
65 70 75 80

Glu Asp Phe Ala val Tyr Tyr Cys Gln ggn Ser Asn Ser Trp gro Tyr
85 5

Thr phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 85
<211> 107
<212> PRT
<213> chimera

<400> 85
Glu Ile val Met Thr Gln Ser Pro Ala Thr Leu Ser val Ser Pro Gly
1

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Asp Ile Ser Asn Ser
20 25 30

Leu His Trp Tyr GlIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu Ile
35 40 45

Lys Tyr Ala Ser GIn Ser Ile Ser Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60

ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu GIn Ser
65 70 75 80

Glu Asp Phe Ala val Tyr Tyr Cys GIn Gln Ser Asn Ser Trp Pro Tyr
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85

Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys

100 105
<210> 86
<211> 119
<212> PRT
<213> chimera
<400> 86
GIn val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Asp Tyr
20 25

Thr Met His Trp val Arg GIn Ala Pro Gly GIn Arg Leu Glu Trp Met
35 40 45

Gly Gly Ile Asn Pro Tyr Tyr Gly Gly Thr Thr g%r Asn Glu Lys Phe
50 55

Lys Asp Arg val Thr Ile Thr Arg Asp Thr Ser Ala Ser Thr Ala Tyr

Met Glu Leu Ser ger Leu Arg Ser Glu Ssp Thr Ala val Tyr ggr Cys
5

Ala Arg Gly Asp Tyr Tyr Gly Gly Ser Tyr Asn Tyr Trp Gly Gln Gly
100 105 110

Thr Thr val Thr val Ser Ser
115

<210> 87
<211> 120
<212> PRT
<213> chimera

<400> 87
GIn val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

Sser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Asp Asn
20 25

Thr Ile His Trp val Arg Gin Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly His Ile Asn Pro Tyr Egr Gly Gly Thr Asn 28n Asn Glu Lys Phe
50
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Lys Asp Arg Vval
65
Met Glu Leu Ser

Ala Arg Lys Gly
100

Gly Thr Thr val
115

<210> 88

<211> 107

<212> PRT

<213> chimera

<400> 88

Asp Ile GIn Met

1

Asp Arg val Thr
20

Leu Asn Trp Tyr

35
Tyr Tyr Thr Ser
50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Gln
100

<210> 89

<211> 107

<212> PRT

<213> chimera

<400> 89

Asp Ile GIn Met
1

Asp Arg val Thr
20

Leu Asn Trp Tyr

Thr
Arg
85

Ile

Thr

Thr

Ile

Gln

Lys

Thr

Thr

85

Gly

Thr

Ile

Gln
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Met Thr Arg Asp Thr
70

Leu

Tyr

val

Gln

Thr

Gln

Leu

Asp

70

TYyr

Thr

Gln

Thr

Gln

Arg

Tyr

Ser

ser

Cys

Lys

His

55

Phe

Tyr

Lys

Ser

Cys

Lys

ser

ser

Ser
120

Pro

Arg

Pro

40

ser

Thr

Cys

Leu

Pro

Arg

Pro

75

Asp Asp
90

ser Pro
105

Ser Leu Ser

10

Ser

Ala Gln

25

ser Asp

Gly Lys Ala Pro

ser
60

Gly val Pro

Ile Ser

75

Leu Thr

Gln
90

Gln Gly Asn

Glu Ile

105

Lys

ser
10

Ser

Ala
25

Ser Gln Asp

Gly
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Ala

Ile

Lys

45

Arg

Ser

Thr

Leu Ser Ala

Ile

Ser
AsSn
30

Leu
Phe

Leu

Leu

Ser

Asn
3

Ser Ile Ser Thr Ala Tyr

80

Thr Ala val Tyr ggr Cys

Phe Asp Tyr Trp Gly Gln
110

val
15

Gly

Asn Tyr

Leu Ile

Ser Gly

Gln Pro

80

Pro Phe

95

val Gly
15

Asn Tyr

Lys Ala Pro Lys Leu Leu Ile
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35 40 45

Ser Tyr Thr Ser Lys Leu His Ser Gly val Pro Ser Arg Phe Ser Gly
50 55 60

ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Arg
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Gly Asn Thr Leu Pro Phe
85 20 95

Thr pPhe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 90
<211> 107
<212> PRT
<213> chimera
<400> 90

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1

Asp Arg val ggr ITe Thr Cys Arg Ala Ser Gln Asp Ile Asn Asn Tyr
25 30

Leu Asn Trp Tyr GIn Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

Ser Tyr Thr Ser Lys Leu His Ser Gly val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn Gln Gly Asn Thr Leu Pro pPhe
85 90 95

Thr Phe Gly GlIn Gly Thr Lys Leu Glu Ile Lys

100 105
<210> 91
<211> 119
<212> PRT
<213> chimera
<400> 91
Gln val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

Ser val Lys gg] Ser Cys Lys Ala ggr Gly Tyr Thr Phe ggr Glu Tyr
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Thr Met His Trp val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Egr Ile Asn Pro Tyr ;gr Gly Gly Thr Ser g%r Asn Glu Lys Phe

Lys Asp Arg val Thr Met Thr Arg Asp Thr Ser Thr Ser Thr val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Sgp Thr Ala val Tyr ggr Cys
85

Ala Arg Tyr Gly Asn Tyr val Gly Tyr Phe Asp Tyr Trp Gly GIn Gly
100 105 110

Thr Thr val Thr val Ser Ser

115
<210> 92
<211> 106
<212> PRT
<213> chimera
<400> 92

Glu ITe val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala ;gr Leu Ser Cys Arg éga Ser Ser Ser val ggs Tyr Met

Tyr Trp Tyr Gln Gln Lys Pro Ggy Gln Ala Pro Arg Leu Leu Ile Tyr
35 4 45

Tyr Thr Ser Asn Leu Ala Pro Gly Ile Pro Asp Arg Phe Ser Gly Ser

50 55 60
Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu
65 70 75 80
Asp Phe Ala val Tyr Tyr Cys GIn Gln Phe Thr Ser Ser Pro Tyr Thr
85 20 95
Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105
<210> 93
<211> 119
<212> PRT
<213> chimera
<400> 93

Gln val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Ala
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15

Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Glu Tyr
20 25

Thr Met ggs Trp val Arg Gln Ala Pro Gly Gln Gly zgu Glu Trp Met
40

Gly Ser Ile Asn Pro Tyr Tyr Gly Gly Thr Ser gyr Asn Glu Lys Phe
50 55 0

Lys Asp Arg val Thr Ser Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser grg Leu Arg Ser Asp Asp Thr val val Tyr g§r Cys
5 90

Ala Arg Tyr Gly Asn Tyr val Gly Tyr Phe Asp Tyr Trp Gly GIn Gly
100 105 110

Thr Thr val Thr val Ser Ser

115
<210> 94
<211> 106
<212> PRT
<213> chimera
<400> 94
Glu ITe val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg %;a Ser Ser Ser val ggs Tyr Met
20

Tyr Trp Tyr Gln GIn Lys Pro Gly Gln Ala Pro Arg Lgu Leu Ile Tyr
35 40 4

Tyr Thr Ser Asn Leu Ala Pro Gly Ile Pro Ala Arg Phe Ser Gly Ser

50 55 60
Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro Glu
65 70 75 80
Asp Phe Ala val Tyr Tyr Cys Gln Gln Phe Thr Ser Ser Pro Tyr Thr
85 90 95
Phe Gly Gly Gly Thr Lys val Glu Ile Lys
100 105
<210> 95
<211> 119
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<212> PRT

<213> chimera

<400> 95

Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val Lys Pro Gly Gly
1 5 10 15

Ser Leu Arg ESU Ser Cys Ala Ala Ser Gly Phe Ser Leu Ser Thr Ser
25 30

Gly Met §1y val Gly Trp val Arg Gln Ala Pro Gly Lys Gly Leu Glu
5 40 45

Trp Leu Ala His Ile Trp Trp Ash Asp Glu Lys Tyr Tyr Asn Pro Ser
50 55 60

Leu Lys Ser Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Ash Thr Leu
65 70 75 80

Tyr Leu GIn Met Asn Ser Leu Lys Thr ggu Asp Thr Ala val Tgr Tyr
85 9

Cys Ala Arg Asp His Leu Ala Tyr Tyr Phe Asp val Trp Gly GIn Gly
100 105 110

Thr Leu val Thr val Ser Ser

115
<210> 96
<211> 107
<212> PRT
<213> chimera
<400> 96

Asp Ile Gln Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1

Asp Arg val ggr Ile Thr Cys Lys Ala Ser GIln Asp Ile ggn Lys Tyr
25

Ile Ala ;rp Tyr GIn GIn Lys Pro Gly Lys Ala Pro k¥s Leu Leu Met
5 40

Ala Tyr Pro Phe Thr Leu Gln Pro Gly val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala ggr Tyr Tyr Cys Leu ggn Tyr Asp Asn Leu Sﬁu Trp
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Thr pPhe Gly Gln Gly Thr Lys val Glu Ile Lys
105

100
<210> 97
<211> 119
<212> PRT
<213> chimera
<400> 97
Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val Lys Pro Gly Gly
1 5 10 15

Ser Leu Arg ESu Ser Cys Ala Ala ger Gly Phe Ser Leu ggr Thr ser
5

Gly Met g]y val Gly Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu
5 40 45

Trp Leu Ala His Ile Trp Trp Asn Asp Glu Lys T%r Tyr Asn Pro Ser
50 55 6

Leu Lys Ser Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Asn Thr Leu
65 70 75 80

Tyr Leu Gln Met Agn Ser Leu Lys Thr Glu Asp Thr Ala val Tyr Tyr
8 90 95

Cys Ala Arg Asp His Leu Ala Phe Tyr Phe Asp Leu Trp Gly Gln Gly
100 105 110

Thr Leu val Thr val Ser Ser
115

<210> 98
<211> 119
<212> PRT
<213> chimera

<400> 98
Glu val GlIn Leu val Glu Ser Gly Gly Gly Leu val Lys Pro Gly Gly
1

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Ser Leu Ser Thr Ser
20 25 30

Gly Met Gly val Gly Trp val Arg Gln Ala Pro Gly Lys Gly Leu Glu
35 40 45

Trp Leu Ala His Ile Trp Trp Asn Asp Glu Lys g%r Tyr Asn Pro Ser
50 55

Leu Lys Ser Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Asn Thr Leu
65 70 75 80
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Tyr Leu GIn Met

Cys Ala Arg Asp

100

Thr Leu val Thr

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

<400>

115

99
119
PRT

chimera

99

Glu val GIn
1

ser

Gly

Trp

Leu

65

Tyr

Cys

Thr

Leu

Met

Leu

50

Lys

Leu

Ala

Leu

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

<400>
Gln val Gln Leu

1

Arg

Gly
35

Ala

ser

Gln

Arg

val

115

100
116
PRT

Leu

Leu

20

val

His

Arg

Met

chimera

100

Ser val Lys val
20

Asn
85

His

val

val

Ser

Gly

Ile

Phe

Asn

85

His

val

val

Ser
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Ser

Leu

Ser

Glu

Cys

Trp

Trp

Thr

70

Ser

Leu

Ser

GlIn

Cys

Leu Lys Thr Glu Asp Thr Ala val Tyr Tyr
90 95
Ala Phe Phe Phe Asp Leu Trp Gly GIn Gly
105 110

Ser

Ser Gly Gly Gly Leu val Lys Pro Gly Gly
10 15

Ala Ala Ser Gly Phe Ser Leu Ser Ser Ser
25 30

val Arg GIn Ala Pro Gly Lys Gly Leu Glu
40 45

Trp Asn Asp Glu Lys Tyr Tyr Asn Pro Ser
55 60

Ile Ser Arg Asp Asp Ser Lys Asn Thr Leu
75 80

Leu Lys Thr Glu Asp Thr Ala val Tyr Tyr
90 95

val phe Phe Phe Asp Leu Trp Gly Gln Gly
105 110

Ser

Ser Gly Ala Glu val Lys Lys Pro Gly Ala
10 15

Lys Ala ggr Gly Tyr Thr Phe ggr Thr Tyr
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Trp Ile ?;a Trp val Arg Gln Aga Pro Gly Gln Gly Lgu Glu Trp Met
4 4

Gly Glu Ile Leu Pro Gly Ser Ala Lys Thr Lys Tyr Asn Lys Lys Phe
50 55 60

Lys Gly Arg val Thr Met Thr Arg Asp Thr Ser Thr Ser Thr val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val Tyr Tyr Cys
85 90 95

Ala val Tyr Asp Tyr Gly Ala Asp Tyr Trp Gly Gln Gly Thr Thr val
100 105 110

Thr val Ser Ser

115
<210> 101
<211> 107
<212> PRT
<213> chimera
<400> 101
Asp Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15

Asp Arg val ;Br Ile Thr Cys Lys éga Ser GlIn Asp val g%r Thr Ala

val Ala Trp Tyr GIn Gln Lys Pro Gly Lys Ser Pro Lys Leu Leu Ile
35 40 45

Tyr Ser Ala Ser Tyr Arg gge Thr Gly val Pro ggr Arg Phe Ser Gly
50

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn His Tyr Ser Ile Pro Arg
85 20 95

Thr pPhe Gly Gly Gly Thr Lys val Glu Ile Lys

100 105
<210> 102
<211> 107
<212> PRT
<213> chimera
<400> 102
Asp Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15
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Asp Arg val Thr Ile Thr Cys Lys Ala Ser GIn Asp val ggr Thr Ala
20 25

val Ala ggp Tyr GIn GIn Lys Pgo Gly Lys Ser Pro kgs Leu Leu Ile
4

Tyr Sgr Ala Ser Tyr Arg Phe Thr Gly val Pro ggr Arg Phe ser Gly
5 55

Ser Gly Ala Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GlIn His Tyr Ser Ile Pro Arg
85 90 95

Thr phe Gly Gly Gly Thr Lys val Glu Ile Lys

100 105
<210> 103
<211> 107
<212> PRT
<213> chimera
<400> 103
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15

Asp Arg val ;gr Ile Thr Cys Lys éga Ser GIn Asp val ggr Thr Ala

val Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ser Pro Lgs Leu Leu Ile
35 40 4

Tyr Ser Ala Ser Tyr Arg Phe Thr Gly val Pro Zgr Arg Phe Thr Gly
50 55

Ser Gly Ala Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn His Tyr Ser Ile Pro Arg
85 90 95

Thr pPhe Gly Gly Gly Thr Lys val Glu Ile Lys

100 105
<210> 104
<211> 107
<212> PRT
<213> chimera
<400> 104
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Asp Ile GIn Met Thr Gln Ser Pro Ser Sgr Leu Ser Ala Ser val Gly
1 5 1 15

Asp Arg val ;hr ITe Thr Cys Lys 313 Ser GIn Asp val ;gr Thr Ala
0 5

val Ala ;gp Tyr GIn GIn Lys Zgo Gly Lys Ser Pro kgs Leu Leu Ile

Tyr SSr Ala Ser Tyr Arg Phe Thr Gly val Pro Ser Arg Phe Thr Gly
5 55 60

ser Gly Ala Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala ghr Tyr Tyr Cys Gln ggn His Tyr Ser Ile ggo Arg
5

Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys

100 105
<210> 105
<211> 107
<212> PRT
<213> chimera
<400> 105
Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15

Asp Arg val Ser Ile Thr Cys Lys Ala Ser Gln Asp val Tyr Thr Ala
20 25 30

val Ala Trp Tyr Gln GIn Lys Pro Gly Lys Ser Pro Lys Leu Leu Ile
35 40 45

Tyr Ser Ala Ser Tyr Arg Phe Thr Gly val Pro Ser Arg Phe Thr Gly
50 55 60

Ser Gly Ala Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln GIn His Tyr Ser Ile Sro Arg
85 90 5

Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys

100 105
<210> 106
<211> 17
<212> PRT

<213> chimera
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<400> 106

Trp Ile Asn Thr Tyr Ser Gly val Gly Thr Tyr Ala Gly Glu Phe Lys
1 5 10 15

Gly
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