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Figure 2
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Figure 3
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Figure 4

v9¢Ivid 698VId SZCVU

¢Tevid

rocvid

|odlu0d |0J3uU0d
aAnIsod aanedoN

_l‘_H_

0¢

ov

09

- 001

uoiiqiyut %



5/33

Figure 5

r@-OvV1d O
vA€a-ov1d O
d€aza-ovid @
Ya3ua| |Ini m

va-o5viim
vaea-5vii 0

£4d9

ovii-iuy

 S—

N —

L

wnidspuy 9311y ovId-uYy  TELANI

ETAA A

193]
uewny

[AXA AL

rocv i

[ gy

1ayng

0o =
@
()
-
J
s 55
m.b
3 8
- o0t g =
3 <
(o]
- |
osT 2
&
= Am
° E
0 o
-
or =W
(o ]
09 &
n 3
O @
08 O o
s 2
00T o =
ozt <
-
ovT @
&
09T >~

<



6/33

Figure 6
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Figure 7
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Figure 15
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Figure 16 ‘
GAGGTAGAGCTGGTGGAGTCTGGGGGCGGCTTAGTGCAGCCTGGAAGGTCCATGAAACTCTCCT
GTGCAGCCTCAGGATTCACTTTCAGAACCTATGGCATGGCCTGGGTCCGCCAGGCTCCAACGAAG
GGTCTGGAGTGGGTCGCATCCATTAGTACTGGTGGTGGTAGCACTTACTATCGCGACTCCGTGAA
GGGCCGATTCACTATCTCCAGAGATAATGCAAAAAGCACCCTATACCTGCAAATGGACAGTCTGA
GGTCTGAGGACACGGCCACTTATTACTGTACAACAGATCTAATTAACTACCCGGGTATAGGGGGG
TTTGCTTTCTGGGGCCAAGGCACTCTGGTCACTGTCTCTTCA

variable region(1-366)

(SEQ ID No:1)

Figure 17
EVELVESGGGLVQPGRSMKLSCAASGFTFRTYGMAWVRQAPTKGLEWVASISTGGGSTYYRDSVKG
RFTISRDNAKSTLYLQMDSLRSEDTATYYCTTDLINYPGIGGFAFWGQGTLYTVSS

variable region(1-122)

(SEQ ID No:2)

Figure 18
AACATTGTGATGACCCAGTCTCCCAAATCCATGTCCATATCAGTAGGAGACAGGGTCACCATGAAC
TGCAAGGCCAGTCAGAATGTGTATAATAATATAGCCTGGTATCAACAGAAGCCAGGGAAATCTCC
TAAACTGTTGATCTACTATGCATCTAACCGGTACACTGGGGTCCCTGATCGCTTCACAGGCAGTGG
CTCTGGGACAGATTTCACTCTCACCATCCATAGTGTGCAAGCTGAAGATGCAGCCTTTTATTACTGT
CAGCGTCTTTACAATTCTCCTCCGACGTTCGGTGGAGGCACCAAGCTGGAATTGAAACGGGCT
variable region(1-327)

(SEQ ID No:3)

Figure 19
NIVMTQSPKSMSISVGDRVTMNCKASONVYNNIAWYQQKPGKSPKLLIYYASNRYTGVPDRFTGSGS

GTDFTLTIHSVQAEDAAFYYCQRLYNSPPTFGGGTKLELKRA
variable region(1-109)
(SEQ ID No:4)

Figure 20
GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTAGTGCAGCCTGGAAGGTCCCTGAAACTCTCCT
GTGCAGCCTCAGGATTCACTTACCGTAGCTATGTCATGGCCTGGGTCCGCCAGGCTCCAACGAGG
GGTCTGGAGTGGGTCGCATCCATTAGTACTGGTGGTGGTAACACTTACTATCGAGACTCCGTGAA
GGGCCGATTCACTATCTCCAGAGATAATGCAAAGAACACCCTATACCTACAAATGGACAGTCTGA
GGTCTGAGGACACGGCCACTTATTACTGTGCAGAAGACATGAGTAATTCGGGATACGGGCTCTTT
GATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCCTCA

variable region(1-363)

(SEQID No:5)
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Figure 21
EVQLVESGGGLVQPGRSLKLSCAASGFTYRSYVMAWVRQAPTRGLEWVASISTGGGNTYYRDSVKGR
FTISRDNAKNTLYLOMDSLRSEDTATYYCAEDMSNSGYGLFDYWGQGVMVTVSS

variable region(1-121)

(SEQ.ID No:6)

Figure 22
AACATTGTGATGACCCAGTCTCCCAAATCCATGTCCATATCAGTAGGAGACAGGGTCACCATGAAC
TGCAAGGCCGGTCAGAATGTGGATAATAATATAGCCTGGTATCAAAAGAAACCAGGGCAGTCTCC
TAAACTGTTGATCTACTATGCATCTAACCGGAACACTGGGGTCCCTGATCGCTTCACAGGCGGTGG
ATATGGGACAGATTTCACTCTCACCATCAATAGTGTGCAAGCTGAAGATGCAGCCTTTTATTACTG
TCAGCGTATTTCCAATTCTCCGTACACGTTTGGCGCTGGGACCGAGCTGGAACTGAAACGGGCT
variable region(1-327)

(SEQID No:7)

Figure 23
NIVMTQSPKSMSISVGDRVTMNCKAGQNVDNNIAWYQKKPGQSPKLLIYYASNRNTGVPDRFTGGG
YGTDFTLTINSVQAEDAAFYYCQRISNSPYTFGAGTELELKRA

variable region(1-109)

(SEQ ID No:8)

Figure 24
GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTAGTGCAGCCTGGAAGGTCCATGAAACTCTCCT
GTGTAGCCTCAGGATTCACTTTCAGTAACTATTACATGGCCTGGGTCCGCCAGGCTCCAACGAAGG
GTCTGGAGTGGGTCGCATCCATTAGTACTGGTGGTGGTAACACTTACTATCGAGACTCCGTGAAG
GGCCGATTCACTATCTCCAGAGATAATGCAAAAAGCACCCTATACCTGCAAATGGACAGTCTGAG
GTCTGAGGACACGGCCACTTATTACTGTGCAAGACCCCCATATGGCTATAACTACGGTTGGTTTAC
TTACTGGGGCCAAGGCACTCTGGTCACTGTCTCTTCA

variable region(1-363)

(SEQID No:9)

Figure 25
EVQLVESGGGLVQPGRSMKLSCVASGFTFSNYYMAWVRQAPTKGLEWVASISTGGGNTYYRDSVKG
RFTISRDNAKSTLYLOMDSLRSEDTATYYCARPPYGYNYGWFTYWGQGTLVTVSS

variable region{1-121)

(SEQ ID No:10)
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Figure 26
GACATCCAGATGACACAGTCTCCAGCTTCCCTGTCTGCATCTCTGGGAGAAACTGTCACCATCGAA
TGTCGAGCAAGTGAGGACATTCACAATGGTTTAGTATGGTATCAGCAGAAGCCAGGGAAATCTCC
TCAGCTCCTGATCTATAATGCAAATAGTATGCATACTGGGGTCCCATCACGGTTCAGTGGCAGTGG
ATCTGGTACACAGTATTCTCTCAAGATAAACAGCCTGCAGTCTGAAGATGTCGCAAGTTATTTCTG
TCAACAGTATTACAATTATCCTCGGACGTTCGGTGGAGGCACCAAGCTGGAATTGAAACGGGCT
variable region(1-327)

(SEQ ID No:11)

Figure 27
DIQMTQSPASLSASLGETVTIECRASEDIHNGLVWYQQKPGKSPQLLIYNANSMHTGVPSRFSGSGSG
TQYSLKINSLQSEDVASYFCQQYYNYPRTFGGGTKLELKRA

variable region(1-109)

(SEQ ID No:12)

Figure 28
GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTAGTGCAGCCTGGAAGGTCCCTGAAACTCTCCT
GTGCAGCCTCAGGATTCACTTATCGTACCTATGTCATGGCCTGGGTCCGCCAGGGTCCAACGCAG
GGTCTGGAGTGGGTCGCATCCATTAGTACTGGTGGTGTTAGCACTTATTATCGAGACTCCGTGAA
GGGCCGATTCACTATCTCCAGAGATAATGCAAAAAACACCCTATACTTGCAAATGGACAGTCTGA
GGTCTGAGGACACGGCCACTTATTACTGTGCAAAAGACATGTTGAATGGTTATAACTCTCAGGGG
CTTTTTGATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCCTCA

variable region{1-369)

(SEQ ID No:13)

Figure 29
EVQLVESGGGLVQPGRSLKLSCAASGFTYRTYVMAWVRQGPTQGLEWVASISTGGVSTYYRDSVKGR
FTISRDNAKNTLYLQMDSLRSEDTATYYCAKDMLNGYNSQGLFDYWGQGVMVTVSS

variable region(1-123)

(SEQ ID No:14)

Figure 30
AACATTGTGATGACCCAGTCTCCCAAATCCATGTCCATATCAGTGGGAGACAGGGTCACCATGAAC
TGCAGGGCCAGTCAGAATGTGGATAATACTATAGCCTGGTATCAACAGAAACCAGGGCAGTCTCC
TAAACTGTTGATCTACTTTGCATCTGACCGGTACACTGGGGTCCCTGATCGCTTCACAGGCGGTGG
ATATGGGACAGATTTCACTCTCACCATCAATAGTGTGCAAGCTGAAGATGCAGCCTTTTATTACTG
TCAGCGTATTTACAATTCTCCACTCACGTTCGGTTCTGGGACCAAGCTGGAGATCAGACGGGCT
variable region(1-327)

(SEQ ID No:15)
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Figure 31
NIVMTQSPKSMSISVGDRVTMNCRASQNVDNTIAWYQQKPGQSPKLLIYFASDRYTGVPDRFTGGG
YGTDFTLTINSVQAEDAAFYYCQRIYNSPLTFGSGTKLEIRRA

variable region(1-109)

(SEQID No:16)

Figure 32
GAGGTGCAGCTGGTGGAATCTGGGGGAGGCTTAGTGCAGCCTGGAAGGTCCCTGAAACTCTCCT
GTGCAGCCTCAGGATTCACTTTCAGTTCCTATTACATGGCCTGGGTCCGCCAGGCTCCAACGAAGG
GTCTGGAGTGGGTCGCATACATCAGTAATGGTGGTTATAGCACTTACTATCGAGACTCCGTGAAG
GGCCGATTCACTATCTCCAGAGAAAATGCAAAAAGCACCCTTTACCTGCAAATGGACAGTCTGAG
GTCTGAGGACACGGCCACTTATTACTGTACAATCACAGATCATTCGGGGTACAGGTITACTTACTG
GGGCCAAGGCACTCTGGTCACTGTCTCTTCA

variable region (1-357)

(SEQ ID No:17)

Figure 33
EVQLVESGGGLVQPGRSLKLSCAASGFTFSSYYMAWVRQAPTKGLEWVAYISNGGYSTYYRDSVKGR
FTISRENAKSTLYLOMDSLRSEDTATYYCTITDHSGYRFTYWGQGTLVTVSS

variable region (1-119)

(SEQ ID No:18)

Figure 34
GACATCCAGATGACCCAGTCTCCTTCACTCCTGTCAGCATCTGTGGGAGACAGAGTCACTCTCAGC
TGCAAAGCAAGTCAGAGTATTTACAACAGCTTAGCCTGGTATCAGCAAAAACTTGGAGAAGCTCC
CAAACTCCTCATATATGATGCAAACAGTTTGCAAACGGGCATCCCATCAAGGTTCAGTGGCAGTG
GATCTGGTACAGATTTCACACTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCCACATATTICT
GCCAGAAGTATTATAGCGGGAACACGTTTGGAGCTGGGACCAAGCTGGAACTGAAACGGGCT
variable region (1-324)

(SEQID No:19)

Figure 35
DIQMTQSPSLLSASVGDRVTLSCKASQSIYNSLAWYQQKLGEAPKLLIYDANSLQTGIPSRFSGSGSGTD
FTLTISSLOPEDVATYFCQKYYSGNTFGAGTKLELKRA

variable region (1-108)

(SEQID No:20)
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Figure 36
gectecggactctagagecaccATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCG
GCGCGTACGGCGATATCGTGATGATTAAACGTACGGTGGCCGCCCCCTCCGTGTTCATCTTCCCCC
CCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCA
GAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCG
TGACCGAGCAGGACAGCAAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGC
CGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTC
ACCAAGAGCTTCAACAGGGGGGAGTGTtaggggcecgtttaaacgggggaggcta

(SEQ ID No:21)

Figure 37
gectceggactctagagecaccATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGG
TGCTGAGCCAGGTGCAATTGTGCAGGCGGTTAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGAC
TACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTT
CCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAG
CTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGA
GAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAACTCCTGG
GGGGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTG
AGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGT
GGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGTA
CCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGC
AAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCC
CCGGGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGC
CTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCA
GCCCGAGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAG
CAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATG
AGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAAtgagatatcgggececegt

ttaaacgggggaggcta
(SEQ ID No:22)
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Figure 38
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGCA
GCTGGTGGAGTCTGGGGGAGGCTTAGTGCAGCCTGGAAGGTCCCTGAAACTCTCCTGTGCAGCCT
CAGGATTCACTTACCGTAGCTATGTCATGGCCTGGGTCCGCCAGGCTCCAACGAGGGGTCTGGAG
TGGGTCGCATCCATTAGTACTGGTGGTGGTAACACTTACTATCGAGACTCCGTGAAGGGCCGATT
CACTATCTCCAGAGATAATGCAAAGAACACCCTATACCTACAAATGGACAGTCTGAGGTCTGAGG
ACACGGCCACTTATTACTGTGCAGAAGACATGAGTAATTCGGGATACGGGCTCTTTGATTACTGG
GGCCAAGGAGTCATGGTCACAGTCAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCCCCCTGGC
ACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGLCCCTGGGCTGCCTGGTCAAGGACTACTTCCC
CGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCCCGCTG
TCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCTTGGGCA
CCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAG
CCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAACTCCTGGGGGGACCC
TCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACAT
GCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACGGCGT
GGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGTACCGGGTGGTC
AGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAA
CAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCAC
AGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTG
GTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACA
ACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGT
GGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCAC
AACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAA

signal sequence(1-57), heavy chain variable region(58-420), heavy chain
constant region(421-1410)

(SEQ ID No:23)

Figure 39
MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGRSLKLSCAASGFTYRSYVMAWVRQAPTRGLEW
VASISTGGGNTYYRDSVKGRFTISRDNAKNTLYLOMDSLRSEDTATYYCAEDMSNSGYGLFDYWGQG
VMVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGL
YSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLN
GKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
signal sequence(1-19), heavy chain variable region(20-140), heavy chain
constant region(141-470)

(SEQ ID No:24)
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Figure 40
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTACGGCAACATT
GTGATGACCCAGTCTCCCAAATCCATGTCCATATCAGTAGGAGACAGGGTCACCATGAACTGCAA
GGCCGGTCAGAATGTGGATAATAATATAGCCTGGTATCAAAAGAAACCAGGGCAGTCTCCTAAAC
TGTTGATCTACTATGCATCTAACCGGAACACTGGGGTCCCTGATCGCTTCACAGGCGGTGGATATG
GGACAGATTTCACTCTCACCATCAATAGTGTGCAAGCTGAAGATGCAGCCTTTTATTACTGTCAGC
GTATTTCCAATTCTCCGTACACGTTTGGCGCTGGGACCGAGCTGGAACTGAAACGGGCTGTGGCC
GCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGTGGTG
TGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCTGCA
GTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACAGCACCTACAGCCTGAGC
AGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCC
ACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGT

signal sequence(1-60), light chain variable region(61-387), light chain
constant region(388~702)

(SEQ ID No:25)

Figure 41
MVLQTQVFISLLLWISGAYGNIVMTQSPKSMSISVGDRVTMNCKAGQNVDNNIAWYQKKPGQSPKL
LIYYASNRNTGVPDRFTGGGYGTDFTLTINSVOAEDAAFYYCQRISNSPYTFGAGTELELKRAVAAPSVF
IFPPSDEQLKSGTASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKAD
YEKHKVYACEVTHQGLSSPVTKSFNRGEC

signal sequence(1-20), light chain variable region(21-129), light chain
constant region(130-234)

(SEQID No:26)
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Figure 42
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAAGTGCA
GCTGGTGGAATCTGGCGGCGGACTGGTGCAGCCTGGCGGATCTCTGAGACTGAGCTGTGCCGCC
AGCGGCTTCACCTACCGGTCTTACGTGATGGCCTGGGTGCGCCAGGCCCCTGGAAAAGGACTGGA
ATGGGTGGGATCCATCAGCACCGGCGGAGGCAACACCTACTACCGGGATAGCGTGAAGGGCCGG
TTCACCATCAGCCGGGACAACGCCAAGAACACCCTGTACCTGCAGATGAACAGCCTGCGGGCCGA
GGACACCGCCGTGTACTATTGCGCCGAGGATATGAGCAACAGCGGCTACGGCCTGTTCGACTACT
GGGGCCAGGGAACCCTCGTGACCGTCAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCCCCCTG
GCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACTT
CCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCCCG
CTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCTTGG
GCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTT
GAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAACTCCTGGGGGG
ACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTC
ACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGACG
GCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGTACCGGGT
GGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCT
CCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAA
CCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTG
CCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAG
AACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTC
ACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCT
GCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAA

signal sequence(1-57), heavy chain variable region(58-420), heavy chain
constant region(421-1410)

(SEQ ID No:27)

Figure 43
MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGFTYRSYVMAWVRQAPGKGLE
WVGSISTGGGNTYYRDSVKGRFTISRDNAKNTLYLOMNSLRAEDTAVYYCAEDMSNSGYGLFDYWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSS
GLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKP
KDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWL
NGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
signal sequence(1-19), heavy chain variable region(20-140), heavy chain
constant region (141-470)

(SEQ.ID No:28)



24/33

Figure 44
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAAGTGCA
GCTGGTGGAATCTGGCGGCGGACTGGTGCAGCCTGGCGGATCTCTGAGACTGAGCTGTGCCGCC
AGCGGCTTCACCTACCGGTCTTACGTGATGGCCTGGGTGCGCCAGGCCCCTGGAAAAGGACTGGA
ATGGGTGGCCAGCATCAGCACCGGCGGAGGCAACACCTACTACCGGGATAGCGTGAAGGGCCG
GTTCACCATCAGCCGGGACAACGCCAAGAACACCCTGTACCTGCAGATGGACAGCCTGCGGGCCG
AGGATACCGCCGTGTACTACTGTGCCGAGGACATGAGCAACAGCGGCTACGGCCTGTTCGACTAC
TGGGGCCAGGGAACCCTCGTGACCGTCAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCCCCCT
GGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACT
TCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCCC
GCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCTTG
GGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAG
TTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAACTCCTGGGGE
GACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGT
CACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTGGAC
GGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAACAGCACGTACCGG
GTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGG
TCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGG
GAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGAC
CTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCCG
AGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGC
TCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAGGCT
CTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAA

signal sequence(1-57), heavy chain variable region(58-420), heavy chain
constant region(421-1410)

(SEQ. ID No:29)

Figure 45
MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGFTYRSYVMAWVRQAPGKGLE
WVASISTGGGNTYYRDSVKGRFTISRDNAKNTLYLOMDSLRAEDTAVYYCAEDMSNSGYGLFDYWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSS
GLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKP
KDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWL
NGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
signal sequence(1-19), heavy chain variable region(20-140), heavy chain
constant region(141-470)

(SEQ ID No:30)
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Figure 46
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTACGGCGACATC
CAGATGACCCAGAGCCCTAGCAGCCTGAGCGCCAGCGTGGGCGACAGAGTGACCATCACCTGTA
AAGCCGGCCAGAACGTGGACAACAATATCGCCTGGTATCAGCAGAAGCCCGGCCAGGCCCCTAA
GCTGCTGATCTACTACGCCAGCAACCGGAACACCGGCGTGCCCAGCAGATTTTCTGGCAGCGGCT
CCGGCACCGACTTCACCCTGACAATCAGCAGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCC
AGAGAATCAGCAACAGCCCCTACACCTTCGGCCAGGGCACCAAGGTGGAAATCAAGCGTACGGT
GGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGT
GGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACAGCACCTACAGCC
TGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGT
GACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGT

signal sequence(1-60), light chain variable region(61-387), light chain
constant region(388-702)

(SEQ ID No:31)

Figure 47
MVLQTQVFISLLLWISGAYGDIQMTQSPSSLSASVGDRVTITCKAGQNVDNNIAWYQQKPGQAPKLLI
YYASNRNTGVPSRFSGSGSGTDFTLTISSLOQPEDFATYYCQRISNSPYTFGQGTKVEIKRTVAAPSVFIFP
PSDEQLKSGTASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK
HKVYACEVTHQGLSSPVTKSFNRGEC

signal sequence(1-20), light chain variable region(21-129), light chain
constant region(130-234)

(SEQ ID No:32)

Figure 48
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTACGGCGACATC
CAGATGACCCAGAGCCCTAGCAGCCTGAGCGCCAGCGTGGGCGACAGAGTGACCATCACCTGTA
AAGCCGGCCAGAACGTGGACAACAATATCGCCTGGTATCAGCAGAAGCCCGGCCAGAGCCCCAA
GCTGCTGATCTACTACGCCAGCAACCGGAACACCGGCGTGCCCAGCAGATTTTCCGGCAGCGGCT
ACGGCACCGACTTCACCCTGACAATCAGCAGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCC
AGAGAATCAGCAACAGCCCCTACACCTTCGGCCAGGGCACCAAGGTGGAAATCAAGCGTACGGT
GGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGT
GGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACAGCACCTACAGCC
TGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGT
GACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGT

signal sequence(1-60), light chain variable region(61-387), light chain
constant region(388-702)

(SEQ ID No:33)
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Figure 49
MVLQTQVFISLLLWISGAYGDIOQMTQSPSSLSASVGDRVTITCKAGONVDNNIAWYQQKPGQSPKLLI
YYASNRNTGVPSRFSGSGYGTDFTLTISSLOPEDFATYYCQRISNSPYTFGQGTKVEIKRTVAAPSVFIFP
PSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK
HKVYACEVTHQGLSSPVTKSFNRGEC

signal sequence(1-20), light chain variable region(21-129), light chain
constant region(130-234)

(SEQ ID No:34)

Figure 50
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTACGGCAACATC
CAGATGACCCAGAGCCCCAGCAGCCTGTCTGCCAGCGTGGGCGACAGAGTGACCATCACATGCAA
GGCCGGCCAGAACGTGGACAACAATATCGCCTGGTATCAGAAGAAGCCCGGCCAGTCCCCCAAG
CTGCTGATCTACTACGCCAGCAACCGGAACACCGGCGTGCCCGACAGATTITTCCGGCGGAGGCTA
CGGCACCGACTTCACCCTGACCATCAGCTCCCTGCAGCCCGAGGACTTCGCCTTCTACTACTGTCA
GCGGATCAGCAACAGCCCCTACACCTTCGGCCAGGGCACCAAGGTGGAAATCAAGCGTACGGTG
GCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGTG
GTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCT
GCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACAGCACCTACAGCCTG
AGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGA
CCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGT

signal sequence(1-60), light chain variable region(61-387), light chain
constant region(388-702)

(SEQ ID No:35)

Figure 51
MVLQTQVFISLLLWISGAYGNIOMTQSPSSLSASVGDRVTITCKAGONVDNNIAWYQKKPGQSPKLLI
YYASNRNTGVPDRFSGGGYGTDFTLTISSLOPEDFAFYYCQRISNSPYTFGQGTKVEIKRTVAAPSVFEIFP
PSDEQLKSGTASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK
HKVYACEVTHQGLSSPVTKSFNRGEC

signal sequence(1-20), light chain variable region(21-129), light chain
constant region(130-234)

(SEQ ID No:36)
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Figure 52
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTACGGCGACATC
CAGATGACCCAGAGCCCCAGCAGCATGAGCATCAGCGTGGGCGACAGAGTGACCATGACCTGCA
AGGCCGGCCAGAACGTGGACAACAATATCGCCTGGTATCAGAAGAAGCCCGGCCAGTCCCCCAA
GCTGCTGATCTACTACGCCAGCAACCGGAACACCGGCGTGCCCAGCAGATTTTCTGGCAGCGGCT
CCGGCACCGACTTCACCCTGACAATCAGCAGCGTGCAGCCCGAGGACTTCGCCACCTACTACTGCC
AGAGAATCAGCAACAGCCCCTACACCTTCGGCCAGGGCACCAAGCTGGAACTGAAGCGTACGGT
GGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGT
GGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACAGCACCTACAGCC
TGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGT
GACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGT

signal sequence(1-60), light chain variable region(61-387), light chain
constant region(388-702)

(SEQ ID No:37)

Figure 53
MVLQTQVFISLLLWISGAYGDIOMTQSPSSMSISVGDRVTMTCKAGQNVDNNIAWYQKKPGQSPKL
LIYYASNRNTGVPSRFSGSGSGTDFTLTISSVOQPEDFATYYCQRISNSPYTFGQGTKLELKRTVAAPSVFIF
PPSDEQLKSGTASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYE
KHKVYACEVTHQGLSSPVTKSFNRGEC

signal sequence(1-20), light chain variable region(21-129), light chain
constant region(130-234)

(SEQ ID No:38)

Figure 54
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCGTACGGCAACATC
CAGATGACCCAGAGCCCCAGCAGCATGAGCATCAGCGTGGGCGACAGAGTGACCATGACCTGCA
AGGCCGGCCAGAACGTGGACAACAATATCGCCTGGTATCAGAAGAAGCCCGGCCAGTCCCCCAA
GCTGCTGATCTACTACGCCAGCAACCGGAACACCGGCGTGCCCGACAGATTTTCCGGCGGAGGCT
ACGGCACCGACTTCACCCTGACAATCAGCAGCGTGCAGCCCGAGGACGCCGCCTTCTACTACTGTC
AGCGGATCAGCAACAGCCCCTACACCTTCGGCCAGGGCACCAAGCTGGAACTGAAGCGTACGGT
GGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGT
GGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACAGCACCTACAGCC
TGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGT
GACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGT

signal sequence(1-60), light chain variable region(61-387), light chain
constant region(388-702)

(SEQ ID No:39)
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Figure 55
MVLOQTQVFISLLLWISGAYGNIQMTQSPSSMSISVGDRVTMTCKAGQNVDNNIAWYQKKPGQSPKL
LIYYASNRNTGVPDRFSGGGYGTDFTLTISSVQPEDAAFYYCQRISNSPYTFGQGTKLELKRTVAAPSVFI
FPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADY
EKHKVYACEVTHQGLSSPVTKSFNRGEC

signal sequence(1-20), light chain variable region(21-129), light chain
constant region(130-234)

(SEQ ID No:40)

Figure 56
GFTFRTYGMA
(SEQ ID No:41)

Figure 57
SISTGGGSTYYRDSVKG
(SEQ ID No:42)

Figure 58
DLINYPGIGGFAF
(SEQ ID No:43)

Figure 59
KASQNVYNNIA
(SEQ ID No:44)

Figure 60
YASNRYT
(SEQ ID No:45)

Figure 61
QRLYNSPPT
(SEQ ID No:46)

Figure 62
GFTYRSYVMA
(SEQ ID No:47)



Figure 63
SISTGGGNTYYRDSVKG
(SEQ ID No:48)

Figure 64
DMSNSGYGLFDY
(SEQ ID No:49)

Figure 65
KAGQNVDNNIA
(SEQ ID No:50)

Figure 66
YASNRNT
(SEQ ID No:51)

Figure 67
QRISNSPYT
(SEQ ID No:52)

Figure 68
GFTFSNYYMA
(SEQ ID No:53)

Figure 69
SISTGGGNTYYRDSVKG
(SEQ ID No:54)

Figure 70
PPYGYNYGWFTY
(SEQ ID No:55)

Figure 71
RASEDIHNGLV
(SEQ ID No:56)

Figure 72
NANSMHT
(SEQ ID No:57)
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Figure 73
QQYYNYPRT
(SEQ ID No:58)

Figure 74
GFTYRTYVMA
(SEQ ID No:59)

Figure 75
SISTGGVSTYYRDSVKG
(SEQ ID No:60)

Figure 76
DMLNGYNSQGLFDY
(SEQ ID No:61)

Figure 77
RASQNVDNTIA
(SEQ ID No:62)

Figure 78
FASDRYT
(SEQ ID No:63)

Figure 79
QRIYNSPLT
(SEQ ID No:64)

Figure 80
GFTFSSYYMA
(SEQ ID No:65)

Figure 81
YISNGGYSTYYRDSVKG
(SEQ ID No:66)
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Figure 82
TDHSGYRFTY
(SEQ ID No:67)

Figure 83
KASQSIYNSLA
(SEQ ID No:68)

Figure 84
DANSLQT
(SEQ ID No:69)

Figure 85
QKYYSGNT
(SEQ ID No:70)

Figure 86
CTCCAGAGTTCCAGGTCACGGTGACTGGC
(SEQ ID No:71)

Figure 87
TCAGTAACACTGTCCAGGACACCATCTC
(SEQ ID No:72)

Figure 88
TATACCGTCGACCTCTAGCTAGAGCTTGGC
(SEQ ID No:73)

Figure 89
GCTATGGCAGGGCCTGCCGCCCCGACGTTG
(SEQ ID No:74)

Figure 90
CCAGATGGGTGCTGAGCGAGGTGCAGCTGGTGGAGTCTGGGGGAGG

(SEQ ID No:75)

Figure 91
CTTGGTGGAGGCTGAGCTGACTGTGACCATGACTCCTTGGCCCCAG
(SEQ ID No:76)
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Figure 92
ATCTCCGGCGCGTACGGCAACATTGTGATGACCCAGTCTCCCAAATCC
(SEQ ID No:77)

Figure 93
GGAGGGGGCGGCCACAGCCCGTTTICAGTTCCAGCTCGGTCCCAGC
(SEQ ID No:78)

Figure 94
ATGTGGGAGGCTCAGTTCCTGGGCTTGCTGTTTC
(SEQ ID No:79)

Figure 95
GCCCGAGCCCGAGCCCGAGCCGGAGCAGCTCTGA
(SEQ ID No:80)

Figure 96
GAGTATGTGTTGACTGGTTGATAACTATCG
(SEQ ID No:81)

Figure 97
GCCATGACAGATTAGCCATGTCTGCAGCAC
(SEQ ID No:82)

Figure 98
CAGGACCTTTTTCTAACCTCCCTTGGAGGGCTGGGGAGGCCCGGGCCATAGAGGAG
(SEQ ID No:83)

Figure 99
CCTGGAGCCGAGGCAGCCAGCAGGTCTCAGCAGCTCCGCCCGCCCGLCCCGLLCCGLC
(SEQ ID No:84)
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Figure 100
ATGTGGGAGGCTCAGTTCCTGGGCTTGCTGTTTCTGCAGCCGCTTTGGGTGGCTCCAGTGAAGCC
TCTCCAGCCAGGGGCTGAGGTCCCGGTGGTGTGGGCCCAGGAGGGGGCTCCTGCCCAGCTCCCC
TGCAGCCCCACAATCCCCCTCCAGGATCTCAGCCTTCTGCGAAGAGCAGGGGTCACTTGGCAGCA
TCAGCCAGACAGTGGCCCGCCCGCTGCCGCCCCCGGCCATCCCCTGGCCCCCGGCCCTCACCCGG
CGGCGCCCTCCTCCTGGGGGCCCAGGCCCCGCCGCTACACGGTGCTGAGCGTGGGTCCCGGAGG
CCTGCGCAGCGGGAGGCTGCCCCTGCAGCCCCGCGTCCAGCTGGATGAGCGCGGCCGGCAGLCGC
GGGGACTTCTCGCTATGGCTGCGCCCAGCCCGGCGCGCGGACGCCGGCGAGTACCGCGLCGLGE
TGCACCTCAGGGACCGCGCCCTCTCCTGCCGCCTCCGTCTGCGCCTGGGCCAGGCCTCGATGACTG
CCAGCCCCCCAGGATCTCTCAGAGCCTCCGACTGGGTCATTTTGAACTGCTCCTTCAGCCGCCCTG
ACCGCCCAGCCTCTGTGCATTGGTTCCGGAACCGGGGCCAGGGCCGAGTCCCTGTCCGGGAGTCC
CCCCATCACCACTTAGCGGAAAGCTTCCTCTTCCTGCCCCAAGTCAGCCCCATGGACTCTGGGCCCT
GGGGCTGCATCCTCACCTACAGAGATGGCTTCAACGTCTCCATCATGTATAACCTCACTGTTCTGG
GTCTGGAGCCCCCAACTCCCTTGACAGTGTACGCTGGAGCAGGTTCCAGGGTGGGGCTGCCCTGC
CGCCTGCCTGCTGGTGTGGGGACCCGGTCTTTCCTCACTGCCAAGTGGACTCCTCCTGGGGGAGG
CCCTGACCTCCTGGTGACTGGAGACAATGGCGACTTTACCCTTCGACTAGAGGATGTGAGCCAGG
CCCAGGCTGGGACCTACACCTGCCATATCCATCTGCAGGAACAGCAGCTCAATGCCACTGTCACAT
TGGCAATCATCACAGTGACTCCCAAATCCTTTGGGTCACCTGGATCCCTGGGGAAGCTGCTTTGTG
AGGTGACTCCAGTATCTGGACAAGAACGCTTTGTGTGGAGCTCTCTGGACACCCCATCCCAGAGG
AGTTTCTCAGGACCTTGGCTGGAGGCACAGGAGGCCCAGCTCCTTTCCCAGCCTTGGCAATGCCA
GCTGTACCAGGGGGAGAGGCTTCTTGGAGCAGCAGTGTACTTCACAGAGCTGTCTAGCCCAGGT
GCCCAACGCTCTGGGAGAGCCCCAGGTGCCCTCCCAGCAGGCCACCTCCTGCTGTTTCTCATCCTT
GGTGTCCTTTCTCTGCTCCTTTTGGTGACTGGAGCCTTTGGCTTTCACCTTTGGAGAAGACAGTGG
CGACCAAGACGATTTTCTGCCTTAGAGCAAGGGATTCACCCTCCGCAGGCTCAGAGCAAGATAGA
GGAGCTGGAGCAAGAACCGGAGCCGGAGCCGGAGCCGGAACCGGAGCCCGAGCCCGAGCCCGA
GCCGGAGCAGCTC

(SEQ ID No:85)

Figure 101
MWEAQFLGLLFLOQPLWVAPVKPLOPGAEVPVVWAQEGAPAQLPCSPTIPLOQDLSLLRRAGVTWQH
QPDSGPPAAAPGHPLAPGPHPAAPSSWGPRPRRYTVLSVGPGGLRSGRLPLOPRVQLDERGRQRGD
FSLWLRPARRADAGEYRAAVHLRDRALSCRLRLRLGQASMTASPPGSLRASDWYVILNCSFSRPDRPAS
VHWFRNRGQGRVPVRESPHHHLAESFLFLPQVSPMDSGPWGCILTYRDGFNVSIMYNLTVLGLEPPT
PLTVYAGAGSRVGLPCRLPAGVGTRSFLTAKWTPPGGGPDLLVTGDNGDFTLRLEDVSQAQAGTYTC
HIHLQEQQLNATVTLANTVTPKSFGSPGSLGKLLCEVTPYSGQERFVYWSSLDTPSQRSFSGPWLEAQE
AQLLSQPWQCQLYQGERLLGAAVYFTELSSPGAQRSGRAPGALPAGHLLLFLILGVLSLLLLVTGAFGF
HLWRRQWRPRRFSALEQGIHPPQAQSKIEELEQEPEPEPEPEPEPEPEPEPEQL

(SEQ ID No:86)



