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OQEDEDGDYEELVL ALRSEEDGLAEAPEHGTTATFHRCAKDPWRLPGTY VVVLKEETHL
S SERTARRLOAQAARRGYLTKILHVFHGLL PGFLVKMSGDLLELALKLPHVDYIEEDS

FAQSIPWNLERITPPRYRADEYQPPDGGSLVEVYLLDTSIQSDHREIEGRVMVTDFEN
VPEEDGTRFHRQASKCDSHGTHLAGVVSGRDAGVAKGASMRSLRVLNCQGKGTVSGT
LIGLEFIRKSQLVQPYVGPLVVLLPLAGGYSRVLNAACQRLARAGVYLVTAAGNFRDDAC
LYSPASAPEVITVGATNAQDQPVTLGTLGTNFGRCVDLFAPGEDIIGASSDCSTCFVSQS
GTSQAAAHVAGIAAMMLSAEPELTLAELRQRLIHFSAKDVINEAWFPEDQRVLTPNLVA
ALPPSTHGAGWQLFCRTVWSAHSGPTRMATAIARCAPDEELLSCSSFSRSGKRRGERME
AQGGKLVCRAHNAFGGEGVYAIARCCLLPQANCSVHTAPPAEASMGTRVHCHQQGHV
LTGCSSHWEVEDLGTHEPPVLRPRGQPNQCVGHREASIHASCCHAPGLECKVKEHGIPA
PQGQVTVACEEGWTLTGCSALPGTSHVLGAYAVDNTCVVRSRDVSTTGSTSEEAVTAYV

AICCRSRHLAQASQELQ

SEQ ID NO:1
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Query atgggcaccgt.cagctccaggcggtcctggtggacgctgccactgctgct SEQ ID NO:2
Frame! : M 6 T ¥V 5§ 5§ R R & W W P L P T L L SEQ ID NO:3

Query gctgctgctgctgctcctgggtcccgcgggcgcccgtgcgcaggagqacg
Frmél:LLLLLLGPAGARAQE‘.DE

110 120 ;BG: 146 150
Query  aguacazegetacEATIAAeaTaeTaNaotregoteoaa )
Framel : DG D Y EBE E LV L K L & S E E D
50 160 170 180 180 200
Query : sgoctageegmegeaccogaganagaAEe Ao toeaaa

Framel';GLAEAPBHGTTATFHRC

el

Query cgccaaggatcoy tggaggttgcctggcacctacgtggtgg tgctgaagy
Framel : A K D P W R L B 6 T Y V ¥V ¥ L K E

Query aggagacccacctatcgcagtcagagcgcactgcccqccgcctgcaggcc
Framel E T H L § 0 s E R T A R K L Q A

IS

Query 1 caggctgcccgccggggataCGtcaccaagatcctga&tgtcttccatgq
Framel : 0 A A R B G Y L * K I & H v F i ¢

50 360 370 380 390 100
T from o mm e f e bl Bandadeiettd |
Query v ccttcttcctggcttcctggtgaagatgagtggcgacctgctggagctgg
Framel @+ L L P G F L V 'K M. 8 G Db L L E L A
410 470 430 440 450
""""""""" et I Bttt B B
Query ccttqaagttgccccatgtcgactacatcgaggaggactcctctgtcttt
Framel : L K L P . H VvV b ¥ F E ED S § V F
50 459 470 480 490 500

Query gcccaqagcatcccgtggaacctggagcggattacccctccgcqgtaccg
Framel ¢+ A 0 5 I P W N L B R I T P P R Y R

Query ggcqqaﬁgaataccagccccccgacggaggcagcctggtggaggtgtatC
Framel : A B E Y 0 F P D G G § 1L vV E V¥ 1L
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Query
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Query
Framel

tcctaqacaccagcatacagagtgaccaccgggaaathagqgcagggtc
L, b T 8 I ¢ 8 D HE R E I E G R ¥

: atggtcaccgacttcgagaatqtgcccgaggaggacgggacccgcttcca
: M VvV T D F ENV P EE DG T RF H

'TERL)

a4

a

cagacaggccagcaagﬁgtgacagtcatggcacccacctgqcaggggtgg
R 0 A 8 KC DS HG6THIL A G V V

téagcggccgggatgccggcgtggcéaagggtgccagcatgcgcagcctg
$ ¢ R DA G V A K 6 A S MR § L

cgcgtgctcaactgccaagggaaqggcacggttagcggcaccctcatagg
R vV L ¥NC @ G K G T V § GG T L I G

cctggagtttattcggaaaagccagctggtccagcctqtggggccactgg
L E P I R K & ¢ L ¥ ¢ P ¥V & P L V

tggtgctgctgcccctggcgggtgggtacagccgcgtcctcaacgccgcc
Vv L, L P L A & G Y 5 R V L N A A

tgccachcctggcgagggctggggtcgtgctggtcaccgctgccggcaa
T Q R L A R A G ¥ Vv L V T A A G N

cttdcqggacqatgcctgcctctactgcqcagcctc@gctcccgaggtca
F R OD D A C L ¥ 8 P A 8 A P E WV I

1010 1020 1030 1040 1050

e | == [ i [ e !

Lcacagttggggccaccaatgcccaggaccagccggtgaccctggggact
T V6 A T N A Q.D O PV T L G T

50 1060 1070 1080 1090 1100
~~~~~~~~~ [ o= | e e | i ] |

H ttggggaccaactttqqccgctgtgtggacctctttgccccaqggqagga
L 6T NN F GR C VW DLPF A P GE D

FIG. 1B;
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100 1110 1120 1130 1140 1130

————————— [ m mmm | o i | | e e |
catcattggtgcetccagcgactgcagcacetgctttgtgtcacagagtg
I I 6 X 85 § p € S T C PV 35 Qg 5 &

150 1160 11?0 1180 1190 1200

: ggacatcacagqctgctqcccacgtggctggcattgcagccatgatqctg

Framel :

Query

Cuery
Framel

Query
Framel

Query.
Framel

Quety
Framel

Query
Franmel

Query
Framel

Query
Framel

Query

'Y

T S g A A A HV A G I A AM M L

200 1210 1220 1230 1240 1250

: tctgeoegagedggageteacectgygecgagtigaggcagagactgateca
Framel :

s A FE P E L TTILATETLT®RTG T RTILTIH
250 1260 1270 1280 1290 1300

cttctctqccaaagatqtcatcaatgaggcctqgttccctgaggaccagc
F §$ A K D V I N E &4 W F P E D Q@ R

300 1310 1320 4330 1340 1350
~~~~~~~~~ e e Dt e Rt
gggtactgacceccaacctygtggeegecetgccecccagracecatggy

¥y L T P N L V A A L P P 8 T H G
350 1360 1370 1280 1350 1400

gcaggttggcagctgttttgcaqqactgtgtggtcagcacactcgqggcc
A G W O L, F C R T V W S A H S G P

500 1410 ‘1420 1430 1440 1450

: tacacggatggccacaqccatcgcccgctgcgccccagatgaggagctgc

w

Framel :

T R M A TATIARTGC®A?P?DEETLL
450 1460 1470 1480 1490 1500

tgaqctqctccagtttctccaggagtgggaachgcggggcgagcgcatg
S ¢ 8 8 F S R*-8 G K R RGE R M

500 1510 1520 1530 1540 1550
T e o D i

‘gaggcccaagggggcaagctggtctgccgggcccacaacgcttttggggg

E A QG 6 KL VvV GRAHRUNATFETGG
550 1560 1570 1580 1590 160

tgagggtgtctacgccattgccaggtgctgcctgctacaccaggccaact
E G V ¥ A 1 A R C ¢ L L P A N C

600, 1610 1620 1630 1640 1650
————————— R B B
gcagcgtccacacagctccaccagctgaggccagcatggqqacccgtgtc

¢ v 84 T A P P A E A 8§ M 6 T R V
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650 1460 1670 1680 16940 1700
————————— | = e i [ |
cactgccaccaacaqggccacgtcctcacaggctgcagctcccactqgga
# C H Q ¢ G H V L T G C€C 5 5 H W E

jao 1710 1720 1730 1740 1750

gqtggaggaccttggcaédca6a&gcegcctgtgctgaggécacgaggté
VE DL G T H K P P VL RZPZRTGEQ

750 1760 1770 1780 1790 1800

agcccaaccagtgcgtgggccacagggaggccagcatccacgcttcctgc
P N O C V G H R E A 5 T B & 5 C

800 1810 1820 1830 1840 185¢

e e [mmmmmnman Jommm e I |

:'tgccatgccccaggtctggaatgcaaagtcaaggaqcatggaatcccggc
:C H A P G L B C K ¥V K E H G I P A

850 1860 1870 1880 1890 1500

et Jmmmmmm ) e e e

1 coekcaggygeaggtyacegiggectgcygaggaggactggacsdtgacty

oA

P Q0 G Q VTN ACEZEGUWTIELT G

900 1910 1920 1930 1940 1950
~~~~~~~~~ R B R e |

-gctgcagcgccctccctgggacdtccqaqgtcqtgggggcctacgcbgta

C §$ AL P G T S AR VL 6 aA Y A ¥

950 1360 1970. 198¢ 1990 EUQG
__a___-ﬁ—l———”;Q—A—lé——d——f—rl' ————————— f-;_; _____ [
gacaacacgtgtgtagtcaggagccgggacgtcagcactacaggcagcac
DN Y ¢CV¥ VRS R BV S T TG 5 T

2010 2020 2030 2040 2050
e’ e e . - | uuuuuu s i ; ».;a-.‘—.-—____'_d _._-_-_._Q—_'_._! ____-_____,.'_,,:;ti

‘cagcgaagaggeeytyacagecgttgeoatotdorgecggagecggeace

5 EE AV T A V A I €CCRSRHL

50 2060 2070 208D 2090 2100
n-______;ln_hm@wawwlﬂ_; —————— Jm—————te i";_-i_—"%l
tggcgcaggcctcccaggagctccag

A o A S U E L g

FIG. 1By
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31H4

Nucleotide sequence of heavy chain variable region:
5"GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCCTGGTCAAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATAGCATGAACTGGGTCC
GCCAGGCTCCAGGOAAGGGGCTGGAGTGGGTCTCATCCATTAGTAGTAGTAGTAGT
'TACATTTCCTACGCAGACTCAGTGAAGGGCCGATTCACCA'E‘CTCCAGAGACAACGCC
AAGAACTCACTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
T’FTCTGTGCGAGAGA’I"I‘ACGA'I”}“TTTGGAGTGCTTACTATGATGCTTTTGATGTCTGG
GGCCAAGGGACAATGGTCACCGTCTCTTCAS! (SEQ ID NO: 152)

Amino acid sequence of heavy chain variable region:
EVQLVESGGGLVKPGGSLRLSCAASGFTFSSYSMNWRQAPGKGLEWVSSISSSSSYISY
ADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYFCARDYDFWSAYYDAFDVWGQGT
MVTVSS (SEQ 1D NO: 67)

Nucleotide sequence of light chain variable region:
‘5"CAGTCTGTGCTGACGCAGCCGCCCTCAGTGTCTGGGGCCCCAGGGCAGAGGGTCA
CCATCTCCTGCACTGOGGAGCAGCTCCAACATCGGGGCAGGTTATGATGTACACTGGT
ACCAGCAGCTTCCAGGAACAGCCCCCAAACTCCTCATCTCTGGTAACAGCAATCGGC
CCTCAGGGGTCCCTGACCGAT’I‘CTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGG
CCATCACTGGGCTCCAGGCTGAGGATGAGGCTGATTATTACTGCCAGTCCTATGACA
GCAGCCTGAGTGGTTCGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAY (SEQ
ID NO:'153)

Amirno acid sequence of light chain variable region:
QSVLTQPPSVSGAPGQRVTISCTGSSSNEGAGYDVHWYQQLPGTAPKLLISGNSNRPSGV
PDRF SGSKSGTSASLAITGLQAEDEADYYCQSYDSSLSGSVFGGGTKLTVL (SEQ iD
NO: 12)
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20D10

Nucleotide sequence of heavy chain variable region:

5 CAGATTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACCCCTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGCGTCACCATGACCACAGACACATC
CACGAGCACAGTCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCT3’ (SEQ ID NO: 92)

Amino acid sequence of heavy chain variable region:
QIQLVQSGAEVKKPGASVKVSCKASGYPLTSYGISWVRQAPGQGLEWMGWISAYNGN
TNYAQKVQGSVTMTTDTSTSTVYMELRSLRSDDTAVYYCARGYGMDVWGQGTTVTV
SS (SEQ ID NO: 48)

Nucleotide sequence of light chain variable region:
5*CAGTCTGCCCTGACICAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGTACCCAGGCAAACCCCCCAAACTCAAGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTITCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAA
GCACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAS® (SEQ ID NO: 93)

Amino acid sequence of light chain variable region:
QSALTQPASVEGSPGQSITISCTGTSSDVGGYNSVSWYQQYPGKPPKLKIYEVSNRPSGVY.
SNRFSGSKSGNTASLTISGLOAEDEADYFCSSYTSTSMVFGGGTKLTVL (SEQ ID NOt
1%)

FIG. 3F
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26E1D

Nucleotide sequence of heavy chain variable region:
5’CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCECTGCAAGGCTTCTGGTTACACCTTAACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGGTCAGTTTTTATAATGGT
AACACAAACTATGCACAGAAGCTCCAGGGCAGAGGCACCATGACCACAGACCCATC
CACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCT? (SEQ 1D NO: 94)

Amino acid sequence of heavy chain variable region:
QVQLVQSGAEVKKPGASVKVSCKASGYTLTSYG!SWVRQAPGQGLEWMGWVSFYNG
NTNYAQKLQGRGTMTTDPSTSTAYMELRSLRSDDTAVYYCARGYGMDVWGQGTTVT
VSS (SEQ ID NO: 49)

‘Nucleotide sequence of light chain variable region:
5"CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAAGCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGE
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTACTGCAATTCATATACAA
GCACCAGCATGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAS’ (SEQ ID NO: 95)

Amino acid sequence of light chain variable region:
QSALTQPASVSGSPGQSITISCTGTSSDVGGYNSVSWYQQHPGKAPK_LMIYEVSNRPSGV
SNRFSGSKSGNTASLTISGLQAEDEADYYCNSYTSTSMVFGGGTKLTVL (SEQ 1D NO:
.23)

Alternative Nucleotide sequence of light chain variable region (26E10v1):
S’CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACT CTGTCTCCTGGTA
CCAACAGCACCCAGGCAAAGCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCETCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTACTGCAACTCATATACAA
GCACCAGCATGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAS’ (SEQ ID NO:
293)

FIG. 3G
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26H5

Nucleotide sequence of heavy chain variable region:
5'CAGGTTCAGCTGGTGCAGTCTGGAGCTGAAGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTICTGGTTACACCTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCTTTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCAT GACCACAGACACATC
CACGAGCAGAGTCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCT3’ (SEQ ID NO: 96)

Amino acid sequence of heavy chain variable region:
QVQLVQSGAEVKKPGASVKVSCKASGYTLTSYGISWVRQAPGQGLEWMGWiSFYNGN
TNYAQKVQGRVTMTTDTSTSTVYMELRSLRSDDTAVYYCARGYGMDVWGQGTTVTY
SS (SEQID NO: 51)

Nucleotide sequence of light chain variable region:
5CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTATTCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGAC
CATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAAG
CACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAS (SEQID NO: 97)

Amino acid sequence of light chain variable region:

QSALTQPASVSGSPGQSIT ISCTGTSSDVGGYNSVSWYQQHPGKPPKLMIYEVSNRPSGV
SIRFSGSKSGNTASLTISGLQAEDEADYFCSSYTSTSMVEGGGTKLTVL (SEQ ID.NO:
17) '

FIG. 3H
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3iD1

Nucleotide séquernce 6f héavy chain variable region:
5’"CAGATTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA.
AGGTCTCCTGCAAGGCTTCTGGTTACACCTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCTTTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCATGACCACAGAGACATC
CACGAGCACAGTCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTTCTGTGCGAGAGGTTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCA3' (SEQ ID NO: 98)

Amino acid sequence of heavy chain variable region:
QIQLVQSGAEVKKPGASVKYSCKASGYTLTSYGISWVRQAPGQGLEWMGWISFYNGNT
NYAQKVQGRVTMTTDTSTSTVYMELRSLRSDDTAVYFCARGYGMDVWGQGTTVTVS
S (SEQ ID NO: 53)

Nucleotide sequence of light chain variable region:
5CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCGTGGTA
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTIGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAA
GCACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGGCCGTCCTAS (SEQ ID NO: 99)

Amino acid sequence of light chain variable region:
QSALTQPASVSGSPGQSITiSCTGTSSDVGGYNSVSWQQHPGKPPKLMIYEVSNRPSGV
SNRFSGSKSGNTASLTISGLQAEDEADYFCSSYTSTSMVFGGGTKLAVL (SEQ ID NO:
18)

FIG. 31
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23G1

Nucleotide sequence of heavy chain variable region:

5’CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACACCT TAACCAGCTATGGTATCAGCTGGGTGEC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGGTCAGTTTITATAATGGT
AACACAAACTATGCACAGAAGCTCCAGGGCAGAGGCACCATGACCACAGACCCATC
CACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCAS (SEQ ID NO: 100)

Amino acid sequence of heavy chain variable region:
QVQLVQSGAEVKKPGASVKVSCKASGYTLTSYGISWVRQAPGQGLEWMGWVSFYNG

‘NTNYAQKLQGRGTMTTDPSTSTAYMELRSLRSDDTAVYYCARGY GMDVWGQGTTVT
VSS (SEQ ID NO: 50)

Nucleotide sequence of light chain variable region:

5 CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAAGCCCCCAAACTCATGATTTATGAGGTCACTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCT CTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTACT GCAACTCATATACAA
GCACCAGCATGG_TGTTCGGCGGAGGGACCAAGCTGAQCG_TCCTA_?)’ (SEQ ID NO:
101)

Amine acid sequence of light chain variable region:
'QSALTQPASVSGS?GQSITISCTGTSSDVGGYNSVSWYQQHPGKAPKLMIYEVTNRPSGV
SNRFSGSKSGNTASLTISGLQAEDEADYYCNSYTSTSMVFGGGTKLTVL (SEQ 1D NO:
26)

FIG. 3]
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27B2

Nucleotide sequence of heavy chain variable region:

5 CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCACAGACCCTGT
CCCTCACCTGCACTGTCTCTGGTGGCTCCATCAGCAGTGGTGGTTACTACTGGAGCT

GGATCCGCCAGCACCCAGGGAAGGGCCTGGAGTGGATTGGGTACATATA'E‘AACAGT
GGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTTACCATATCAGTAGACAC

GTCTAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACTGCCGCGGACACGGCCGT
GTATTACTGTGCGAGAGAGGATACAGCTATGGTTCCTTACTTTGACTACTGGGGCCA
GGGAACCCTGGTCACCGTCTCCTCAS® (SEQ ID NO: 102).

Amino acid sequence of heavy chain variable region:
QVQLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWSWIRQHPGKGLEWIGYTYNSGSTY
YNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVY YCAREDTAMVPYFDYWGQGTLVT
VSS (SEQ ID NO: 87)

Nucleotide sequence of light chain variable region:
5’CAGTCTGTACTGACGCAGCCGCCCTCAGTGTCTGGGGCCCCAGGGCAGAGGGTCA
CCATCT CCTGC,‘ACTGGGAGCAGCTCCAACATCGGGGCACAT’[‘ATGATGTGCACTGGT
ACCAGCAGGTTCCAGGAACAGCCCCCAAACTCCTCATCTATGGTAACACCTATCGGC
CCTCAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGE
CCATCACTGGGCTCCAGGCTGAGGATGAGGCTGATTATTACTGCCAGTCCTATGACA
ACAGCCTGAGTGGTGTGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAS (SEQ
ID NO: 103}

Amine acid sequence of light chain variableé region;
QSVLTQPPSVSGAPGQRVTISCTGSSSNIGAHYDVHWYQQVPGTAPKLLIYGNTYR?SG
'VPDRFSGSKSGTSASLAETGLQAEDEADYYCQSYDNSLSGVVFGGGTKLTVL (SEQID
NO: 13)

FIG. 3K
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16F12

Nucleotide sequence of heavy chain variable region:
5’CAGGTGCACCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAACAGCTTTGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCACTTATCTGGTCTGATGGAAGT
GATGAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTIGTA
TTACTGTGCGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCA3' (SEQID NO: 104)

Amino acid sequence of heavy chain variable region:
QVHLVESGGGVVQPGRSLRLSCAASGFTFNSFGMHWVRQAPGKGLEWVALIWSDGSD
EYYADSVKGRFTISRDNSKNTLYLOQMNSLRAEDTAVYYCARAIAALYYYYGMDVWGQ
GTTVTVSS: (SEQ ID NO: 79)

Nucleotide sequence of light chain variable region:
S’CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCA
CCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTTIGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACTATAATAAGCGACCCT
CAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGGGCA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGC
AGCCTGAGTGCTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAS (SEQID
NO: 105)

Amino acid sequence of light chain variable region:
QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNFVSWYQQLPGTAPKLLIYDYNKRPSGIPD
RFSGSKSGTSATLGITGLQTGDEADY YCGTWDSSLSAYVFEGTGTRVTVL (SEQ ID NO:
35)

FIG. 3L
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22E2
Nucjeotide sequence of heavy chain variable region:

S’CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGCAGCTTTGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCACTTATATGGAATGATGGAAGT
AATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAS® (SEQ ID-NO: 106)

Amino acid sequence of heavy chain variable region:
QVQLVESGGGYVQPGRSLRLSCAASGFTFSSFGMHWVRQAPGKGLEWVALIWNDGSN
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARAIAALYYYYGMDVWGQ
GTTVTVSS (SEQ ID NO: 80)

Nucleotide sequence of light chain variable region:

S’ CAGTCTGTGITGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCA
CCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTTTGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACTATAATAAGCGACCCT
CAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGGGCA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGC
AGTCTGAGTGGTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAY (SEQ ID
NO: 107)

Amino acid sequence of light chain varizble region:
QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNFVSWYQQLPGTAPKLLIYDYNKRPSGIPD
RFSGSKSGTSATLGITGLQTGDEADYYCGTWDSSLSGYVFGTGTRVTVL (SEQ ID NO:
36)

FI1G. 3M
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27A6

Nucléotide sequence of heavy chain variable region:
5’CAGGTGCACCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAACAGCTTTGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGOGCTGGAGTGGGTGGCACTTATATGGTCTGATGGAAGT
GATAAATACTATGCAGACT CCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAS® (SEQ ID NO: 108)

Amino acid sequence of heavy chain variable region: 7
QVHLVESGGGYVQPGRSLRLSCAASGFTFNSFGMHWVRQAPGKGLEWVALIWSDGSD
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARAIAALYYYYGMDVWGQ
GTTVTVSS (SEQ ID NO: 76)

Nucleotide sequence of light chain variable region:
S'CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCA
CCATCTCCTGCTCTGGAAGCAGTTCCAACATTGGGAATAATTTTGTATCCTGGTACC
AGCAGTTCCCAGGAACAGCCCCCAAACTCCTCATITATGACTATAATAAGCGACCCT
CAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGGGCA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGC
AGCCTGAGTTCTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAY {SEQ D
NO: 109)

Amino acid sequence of light chain variable region:
QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNFVSWYQQFPGTAPKLLIYDYNKRPSGIPD
RESGSKSGTSATLGITGLQTGDEADYYCGTWDSSLSSY VFGTGTRVTVL (SEQ ID NO:
<))

FIG. 3N
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28812

Nucleotide sequence of heavy chain variable region:
5’CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGCAGCTTTGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGUGCTGGAGTGGGTGGCACTTATATGGAATGATGGAAGT
AATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGGG
CCACGGGACCACGGTCACCGTCTCCTCA3® (SEQ ID NO: 110)

Amino acid sequenceé of heavy chain variable region:
QVQLVESGGGVVQPGRSLRLSCAASGFTFSSFGMHWVRQAPGKGLEWVALIWNDGSN
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARAIAALYYYYGMDVWGH
GTTVTVSS (SEQ ID NO: 77)

Nucleotide sequence of light chain variable region:
S’CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCA
CCATCTCCTGCTICTGGAAGCAGCTCCAACATTGGGAATAATTTITGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACTATAATAAGCGACCCT
CAGGGATTCCTGACCGATTCTCT GGCTCCAAGTCTGGCACGTCAGCCACCCTGGGCA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGC
AGCCTGAGTGGTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTA3 (SEQ ID
NO: 111)

Amino acid sequence of light chain variable region: By o
QSV‘LTQPPSVSAAPGQKVTISCSGSSSNIGNNFVSWYQQLPGTAPKLL]YDYNKR.PSGIPD
RFSGSKSGTSATLGITGLQTGDEADY YCGTWDSSLSGYVFGTGTRVTVL (SEQ ID NO:
38)

FIG. 30
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28D6

Nucléotide sequence of heavy chain variable region;
5"CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGUTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGCAGCTTTGGCATGCACTGGGTCC
GCCAGGETCCAGGCAAGGGGCTGGAGTGGGTGGCACTTATATGGAATGATGGAAGT
AATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAS’ (SEQ ID NO: 112)

Amino acid sequence of heavy chain variable ) region:
QVQL‘VESGGGVVQPGRSLRLSCAASGFTFSSFGMHWVRQAPGKGLEWVALiWNDGSN
KY‘YADSVKGRFTISRDNSKNTLYLQM‘NSLRAEDTAVYYCAMIAALYYYYGMDVWGQ
GTTVTVSS (SEQID NQO:'78)

Nucleotide sequence of light chain variable region:

5’CAGTCTGTGTTGACGCAGCCGCCCACAGTGTCTGCGGCCCCAGGACAGAAGGTCA
LCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTTTGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACTATAATAAGCGACCCT
CAGGGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCETGGGCA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTACTACTGCGGAACAT GGGATAGC .
AGCCTGAGTGGTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAY (SEQ ID
NO: 113)

Amino acid sequence of light chain variable region:
QSVLTQPPTVSAAPGQKVTISCSGSSSNIGNNFVSWYQQLPGTAPKLLIYDYNKRPSGIPD
RFSGSKSGTSATLGITGLQTGDEADY YCGTWDSSLSGYVFGTGTRVTVL (SEQID NO:
39)

FIG. 3P
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31G11

Nucleotide sequence of heavy chain variable region:

5 CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGGAGCTATGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCACTTATATGGCATGATGGAAGT
AATACATACTATGTAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGGTATAGCAGTGGCTTACTACTACTACGGTATGGACGTCTGGGG
‘CCAAGGGACCACGGTCACCGTCTCCTCA3’ (SEQ IP NO: 114)

Amino acid sequence of heavy chain variable region:
‘QVQLVESGGGVVQPGRSLRLSCAASGFTFRSYGMHWVRQAPGKGLEWVALIWHDGSN
TYYVDSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARGIAVAYYWGMDVWGQ
GTTVTVSS (SEQID NO: 83)

‘Nucleotide sequence of fight chain variable region:

5'CAGTCTGTGTTGACGCAG CCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCA
CCATCTCCTGCTCTGGAAGCAGCTCCAACATIGGGAATAATTTTGTATCCTGGTACE
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAGTAATAAGCGACCCT
CAGGOATTCCTGACCGATTCTCTGGCTCCAAGTECTGGCACGTCAGCCACCCTGGACA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGC
AGECTGAGTGCTTATGTTTTCGGAACTGGGACCAAGGTCACCGTCCTAS (SEQID
NO: 115)

Amino acid sequence of light chain variable region:
QSVLTQPPSVSAAPGQKVTISCSGSSSNEGNNF VSWYQQLPGTAPKLLIYDSNKRPSGIPD
'RFSGSKSGTSA'I‘LDITGLQTGDEADYYCGTWDSSLSAYVFGTGTKVTVL (SEQID NO:
40)
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Nucléotide sequence of heavy chain variable region:
5’GAGGTGCAGCTGTTGGAGTCTGGGGGAGGCTTGGTACAGCCTGGGGGGTCTCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGCAGCTATGCCATGAACTGGGTCC
GCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAACTATTAGTGGTAGTGGTGAT
AACACATACTACGCAGACTCCGTGAAGGGCCGGTTCACCATCTCCAGAGACAATTC
CAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTAT
ATTACTGTGCGAAAAAGTTTGTACTAATGGTGTATGCTATGCTTGACTACTGGGGCC
AGGGAACCCTGGTCACCGTCTCCTCAS (SEQID NO: 116)

Amino acid sequence of heavy chain variable region:
EVQLLESGGGLVQPGGSLRLSCAASGFTF SSYAMNWVRQAPGKGLEWVSTISGSGDNT
YYADSVKGRFTISRDNSKNTLYLOQMNSLRAEDTAVYYCAKKFVLMVYAMLDY WGQG
TLVTVSS (SEQ ID NO: 71)

Nucleotide sequence of light chain variable region:
5’GACATCCTGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTTGGAGACAGAGT
CACCATCACTTGCCGGGCAAGTCAGAGCATTAGCAGTTATTITAAATTGGTATCAGCA
GAAACCAGGGAAAGCCCCTAAGGTCCTGATCTATGCTGCCTCCAGTTTGCAAAGTGG
GGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAA
CAGTCTGCAACCTGAAGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTTCCCC
CATCACCTTCGGCCAAGGGACACGACTGGAGATTAAAS’ (SEQ ID NO: 117)

Amino acid sequence of light chain variable region:

DILMTQSPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKVLIYAASSLQSGVPSR
FSGSGSGTDFTLTINSLQPEDFATYYCQQSYSSPITFGQGTRLEH{ (SEQIDNO: 9)

FIG. 3R
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Nucleotide sequence of heavy chain variable region:
5'GAGGTGCAGCTGTTGGAGTCTGGGGGAGGCTTGGTACAGCCGGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGCAGCTATGCCATGAACTGGGTCC
GCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAACTATTAGTGGTAGTGGTGGT
AACACATACTACGCAGACTCCGTGAAGGGCCGGTTICACCATCTCCAGAGACAATTC
CAAGAACACGC’I‘GTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTAT
ATTACTGTGCGAAAAAGTTTGTACTAATGGTGTATGCTATGCTTGACTACTGGGGCC
AGGGAACCCTGGTCACCGTCTCCTCAS (SEQ IDNO: 118)

Amino acid sequence of heavy chain variable region:
EVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMNWVRQAPGKGLBWVSTISGSGGNT
YYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKKFVLMVYAMLDYWGQG
TLVTVSS (SEQ IDNO: 72)

Nucleotide sequence of light chain variable region:
5’GACATCCAGATGACCCAGTCTCCATCCTCCCTATCTGCATCTGTAGGAGACAGAGT
CACCATCACTTGCCGGGCAAGTCAGAGCATTAGCATCTATITAAATTGGTATCAGCA
GAAGCCAGGGAAAGCCCCTTACCTCCTGATCTATGCTGCAGCCAGTTTGCAAAGTGG
GGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAG
CAGTCTGCAACCTGAAGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTGCCCC
CATCACCTTCGGCCAAGGGACACGACTGGAGATTAAAS® (SEQ ID NO: 119)

Aming acid sequence of light chain variable region:

'DIQMTQSPSSLSASVGDRVT[TCRASQSiSIYLNWYQQKPGKAPYLLIYAAASLQSGVPSR
FSGSGSGTDFTLTISSLQREDF ATYYCQQSYSAPITFGQGTRLEIK (SEQ 1D NO: 10)
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Nucleotide sequence of heavy chain variable region:
5’CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCACTGA
AGGTCTCCTGCAAGGCTTCTGGTTACAGTTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGC'I'I"GAGTGGA‘TGGGATGGATCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGTCTACATGGAGGTGAGGAGTCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCA3” (SEQ ID NO: 120)

Amino acid sequence of heavy chain variable region:
QVQLVQSGAEVKKPGASLKVSCKASGYSLTSYGISWVRQAPGQGLEWMGWISAYNGN
TNYAQKVQGRVTMTTDTSTSTVYMEVRSLRSDDTAVYYCARGYGMDVWGQGTTVTY
SS {SEQ ID NO: 54)

Nucleotide sequence of light chain variable region:
5’CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGE
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAATACGGCCTCCETGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTICTGCAGCTCATATACAA
GCACCAGCATGGTCTTCGGCGGAGGGACCAAGC’FGACCGTCCTA3’ (SEQID NO:
121)

Amino acid sequence of light chain variable region:
QSA’LTQPASVSGSPGQSITISCTGTSSDVGGYNSVSWYQQHPGKPPKLMIYEVSNRPSGV
SNRFSGSKSGNTASLTISGLQAEDEADYFCSSYTSTSMVFGGGTKLTVL (SEQID NO:
20)
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Nucleotide sequence of heavy chain variable region:

5’CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAGGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACACCTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGTTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGTCTACATGGAGCTGAGGAGCCTGAGCTCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC.
GTCTCCTCA3® (SEQID NO: 122)

Amino acid sequence of heavy chain variable region:
QVQLVQSGAEVKRPGASVKVSCKASGYTLTSYGISWVRQAPGQGLEWMGWISVYNGN
TNYAQKVQGRVTMTTDTSTSTVYMELRSLSSDDTAVYYCARGYGMDVWGQGTIVTV
SS (SEQ ID NO: 52)

Nucleotide sequence of light chain variable. region:

5 CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC

CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGITATAACTCTGTCTCCTGGTA

CCAACAGCACCCAGGCAAACCCCCCAAAC’I‘CATGA‘I“I‘TATGA(}GTCAGTAATCGGC

CCTCAGGGGTTTCTATTCGCTTCTCT! GGCTCCAAGTCTGGCAACACGGCCTCC‘CTGAC
CATCTCTGGGCTECAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAAG
CACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAS (SEQ ID NO: 123)

Amino acid sequence of light chain variable region:
-QSALTQPASVSGSPGQSITISC’FGTSSDVGGYNSVSWYQQHPGKPPKLMIYEVSNRPSGV
SIRFSGSKSGNTASLTISGLQAEDEADYFCSSYTSTSMVFGGGTKLTVL (SEQ ID NO:
16)
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Nucleotide sequence of heavy chain variable region:
5'CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTECAAGGCTTCTGGTTACCCCTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCATGACCACAGAGACATC
CACGAGCACAGTCTACATGGAGTTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCA3’ (SEQ ID NO: 124)

Amine acid sequence of heavy chain variable region:
QVQLVQSGAEVKKPGASVKVSCKASGYPLTSYG]SWVRQAPGQGLEWMGWISAYNGN
TNYAQKVQGRVTMTTDTSTSTVYMELRSLRSDDTAVYYCARGYGMDVWGQGTTVTV
S§ (SEQID NO: 55)

Nucleotide sequence of light chain variable region:

5'"CAGTCTGCCCTGACTCAGCCTGUCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAATACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAA
GCACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAS? (SEQ ID NO:
125)

Alternative Nucleotide sequence of light chain variable region:

5 CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGG‘I‘CTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAA.
GCACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAY (SEQ ID NO:
294)

Amino acid sequence of light chain variable region:
QSALTQPASVSGSPGQSITISCTGTSSDVGGYNSVSWYQQHPGKPPKLMIYEVSNRPSGV
SNRFSGSKSGNTASLTISGLQAEDEADYFCSSYTSTSMVFGGGTKLTVL (SEQID NO:
21)
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Nucleotide sequence of heavy chain variable region: _

S’CAGGTTCAGTTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACGCCTTGACCAGCTATGGTATCAGCTGGGTGC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGA’I‘GGATCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGTCTACATGGAGCT GAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
'GTCTCCTCA3’ (SEQ ID NO: 126)

Amino acid sequence of heavy chain variable region;
-QVQLVQSGAEVKKPGASVKVSCKASC}YALTSYGISWVRQAPGQGLEWMGWISAYNGN
'TNYAQKVQGRVTMTTDTSTSTVYMELRSLRSDDTAWYCARGYGM DVWGQGTTVTV
SS (SEQ ID NO: 56)

Nucleofide sequence of light chain variable: region:
5"CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
'CATCTCCTGCACTGGAACCAACAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGATTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAA
GCACCAGCATGGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAY (SEQ ID NO:
127)

Amino acid sequence of light chain variable region:
QSALTQPASVSGSPGQSITISCTGTNSDVGGYNSVSWYQQHPGKPPKLMIYEVSNRPSGI
SNRFSGSKSGNTASLTISGLQAEDEADYFCSSY’I STSMVFGGGTKLTVL (SEQ ID NO:
22)
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Nucleotide sequence of heavy chain variable region:
S'CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACAGCTTTACCAGCTATGGTATCAGETGGGTGC.
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGGTCAGCGCTTACAATGGT
AACACAAACTATGCACAGAAGTTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGCCTACATGGAACTGAGGAGCCTGAGATCTGACGACACGGOCGTGT
ATTACTGTGCGAGAGGCTACGTTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCA3’ (SEQ ID NO: 128)

Amine acid seéquence of heavy ¢hain variable: region:

: QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYGIS\WRQAPGQGLBWMGWVSAY’NG
NTNYAQKFQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARGYVMDVWGQGTTVT
VSS (SEQ ID NO: 57)

Nugcleotide séquence of light chain variable region:
5'CAGTCTGCCCTGACTCAGCCTGCCTCCGTTTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGCTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAAGCCCCCAAACGCATGATTITATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTACTGCAGCTCATATACAA
GCACCAACATGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTA3’ (SEQ IDB NO:
129)

Amino acid sequence of light chain variable region:
.QSALTQPASVSGSPGQSiTiSCTGTSSDVGAYNSVSWYQQHPGKAPKRMIYEVSNRPSGV
'SNRFSGSKSGNTASLTISGLQAEDEADYYCSSYTSTNMVF GGGTKLTVL (SEQ ID NO:
24)
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Nucleotide séquence of heavy chain variable region:
5"CAGGTACAGTTGCAGCAGTCAGGTCCAGGACTGGTGAAGCECTCGCAGACCCTCT
CACTCACCTGTGCCATCTCCGGGGACAGTGTCTCTAGCAACAGTGCTGCTTGGAACT
GGATCAGGCAGTCCCCATCGAGAGGCCTTGAGTGGCTGGGAAGGACATACTACAGG
TCCAAGTGGTATAAAAATTATTCAGTATCTGTGAAAAGTCGAATAACCATCAACCCA
GACACATCCAAGAACCAGTTCTCTCTGCAACTGAACTCTGTGACTCCCGGGGACACS
GCTGTGTATTACTGTGCAAGAGGGGGGCCAACTGCTGCTTTTGACTACTGGGGCCAG
GGAACCCTGGTCACCGTCTCCTCAS? (SEQ ID NO: 130)

Amino acid sequence of heavy chain variable region:
QVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSAAWNWIRQSPSRGLEWLGRTYYRSK

WYKNYSVSVKSRITINPDTSKNQFSLQLNSVTPGDTAVY Y CARGGPTAAFDYWGQGTL
VTVSS (SEQ ID NO: 91)

Nucleotide sequence.of light chain variable region:

S CTTTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGATGTTGGGAATTATAACCTTGTCTCCTGGTA
CCAACAGTATTCAGGCAAAGCCCCCAAACTCATGATTTATGAGGTCAGTAAGCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CAATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATTATTACTGCTGCTCATATGCAG
GTAGTAGCACTTTGGTTTTCGGCGGAGGGACCAAGCTGACCGTCCTAS (SEQID
NO:131)

Aminoacid sequence of light chain variable region:
LSALTQPASVSGSPGQSITISCTGTSSDVGNYNLVSWYQQYSGKAPKLMIYEVSKRPSGV
‘SNRFSGSKSGNTASLTISGLQAEDEADYYCCSYAGSSTLVF GGGTKLTVL (SEQID NO:
28)
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Nucleotide sequence of heavy chain variable region: _ o
5'GAGGTGCAGTTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGTAGTCTCTGGATTCACCTTTAGTAGCTATTGGATGAGCTGGGTCCG
CCAGGCTCCAGGGAAGGGGCTGGAGTGGGTGGCCAACATAAAGCAAGATGGAAGT
GAGAAATACTATGTGGACTCTGTGAAGGGCCGATTCACCATCTCCAGAGACAACGC
CAAGAACTCACTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTAT
ATTACTGTGCGAGAGAGTCAAACTGGGGATTTGCTTTTGATATCTGGGGCCAAGGGA
‘CAATGGTCACCGTCTCTTCA3’ (SEQID NO: 132)

‘Amino acid sequence of heavy chain variable region:
EVQLVESGGGLVQPGGSLRLSCVVSGFTFSSYWMSWVRQAPGKGLEWVANIKQDGSE
KYYVDSVEGRFTISRONAKNSLYLQMNSLRAEDTAVYYCARESNWGFAFDIWGQGTM
VTVSS (SEQ ID NO; 64)

Nuelcotide sequence of light chain variable region: _ N

5’ CAGTCTGTGCTGACTCAGCCACCCTCAGCGTCTGGGACCCCCGGGCAGAGGGTCA
CCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAAGACTGTAAACTGGTACC
AACAGGTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGGAATAATCAGCGGCCC
TTAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCC
ATCAGTGGGCTCCAGTCTGAGGATGAGGCTGATFATTATTGTGCAGCATGGGATGAC
AGCCTGAATTGGGTGTTCGGCGGAGGGACCAAGCTGACCGTCCTAS’ (SEQ ID NO:
133)

Amino acid sequence of light chain variable region:
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSKTVNWYQQVPGTAPKLLIYRNNQRPLGVP
DRFSGSKSGTSASLAISGLQSEDEADYYCAAWDDSLNWVFGGGTKLTVL (SEQ ID NO:
30}
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Nucleotide sequence of heayy chain variable region:
5’GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGTCGCTATTGGATGAGCTGGGTCCG
CCAGGCTCCAGGGAAGGGGCTGGAGTGGGTGGCCAACATAAAGCATGATGGAAGTG
-AGAAATACTATGTGGACTCTGTGAAGGGCCGATTCACCATTTCCAGAGACAACGCC
AAGAACTCACTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGAGTCAAACTGGGGATTTGCTTTTGATGTCTGGGGCCACGGGAC
AATGGTCACCGTCTCTTCAS’ (SEQ TD NO: 134)

Amino acid sequence of heayy chain variable region:
BVQLVESGGGLVQPGGSLRLSCAASGFTFSRYWMSWVRQAPGKGLEWVANIKHDGSE
KYYVDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARESNWGFAFDVWGHGT
MVTVSS (SEQ ID NO: 62)

Nucleotide sequence of light chain variable region::

5° CAGTCTGTGCTGACTC‘AGCCACCCT CAGCGTCTGGGCCCCCCGGACAGAGGGTCA
CCATCTCTTGTTCTGGAAGCAGCT CCAACATCGGAAGTAATACTGTAAACTGGTACC
AGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCGGCGGCCET
CAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCA
TCAGTGGGCTCCAGTCTGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACA
GCCTGAATTGGGTGWCGGCG_GAGGGACCAAGCTGACCGTCCTA:E’ (SEQ ID NO:
135)

Amino acid sequence of light chain variable region: _
QSVLTQPPSASGPPGQRVTISCSGSSSNIGSNTVNWYQQLPGTAPKLLIYSNNRRPSGVPD
RFSGSKSGTSASLAISGLQSEDEADYYCAAWDDSLNWVFGGGTKLTVL (SEQ ID NO:
31
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Nucleotide sequence of heavy chain variable region:
5’GAGGTGCAGCTGTTGCAGTCTGGGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGCAGCTATGCCATGAGCTGGGTCC
GCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAACTATTAGTGGTAGTGGTGGT
AGGACATATTACGCAGACTCCGTGAAGGGCCGGTTCACCATCTCCAGAGACAATTC
CAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTAT
ATTACTGTGCGAAAGAAGTTGGCAGTCCCTTTGACTACTGGGGCCAGGGAACCCTGG
TCACCGTCTCCTCA3' (SEQ ID NO: 136)

Amino acid sequence of heavy chain'variable region:
EVQLLESGGGLVQPGGSLRLSCAASGFTFSSY AMSWVRQAPGKGLEWVSTISGSGGRTY
YADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKEVGSPFDYWGQGTLVTVSS
(SEQ ID NO: 69)

Nucleotide sequence of light chain variable region: _

5 CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCA
CCATCTCCTGCTCTGGAAGCAACTCCAACATTGGGAATAA'ITATGTATCCTGGTACC
AGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCGACCCT
CAGGGATTCCTGACCGATTCTCTGGCTCCAACTCTGGCACGTCAGCCACCCTGGGCA
TCACCGGACTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGC
AGCCTGAGTGCTGTGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTA3 (SEQID
NO: 137)

Amino acid sequence of light chain variable region:
QSVLTQPPSVSAAPGQKV’I‘ISCSGSNSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIP
DRFSGSNSGTSATLGITGLQTGDEADYYCGTWDSSLSAVVFGGGTKLTVL (SEQ ID
NO: 42)
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Nucleotide sequence of heavy chain variable region:

5’ CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAATTATATGGTATGATGGAAGT
AATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACACT GTATCTTCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGGAGGGGGGGTCTGGCAGCTCGTCCGGGCGGTATGGACGTCTGGG
GCCAAGGGACCACGGTCACCGTCTCCTCASZ® (SEQID'NO: 138)

Amino acid sequence of heavy chain variable region:
‘QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAIIWYDGSN
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARRGGLAARPGGMDVWG
QGTTVTVYSS (SEQ ID'NO: 81)

Nucleotide sequence of iight chain variable region:
$TCCTATGAGCTGACTCAGCCACCCTCAGTGTCTGTGTCCCCAGGACAGACAGCCAG
AATCACCTGCTCTGGAGATAAATTGGGGGATAAATATGCTTIGCTGGTATCAGCAGAA
ACCAGGCCAGTCCCCTGTGCTGGTCATCTATCAAAATACCAAGTGGCCCTTAGGGAT
CCCTGAGCGATTCTCTGGCTCCAAGTCTGGGAACACAGTCACTCTGACCATCAGCGG
GACCCAGGCTATGGATGAGGCTGACTATTACTGTCAGGCGTGGGACAGCAGCACTG
TGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTA3” (SEQ ID NO: 139)

Amine acid sequence of Tight chain variable région:
SYELTQPPSVSVSPGQTAMTCSGDI{LGDKYACWYQQKPGQSPVLVIYQNTKWPLGIPE
RFSGSKSGNTVTLTISGTQAMDEADYYCQAWDSSTVVREGGGTKLTVL (SEQ ID NO:
-44)

Alternative Nucleotide sequence of light' chain variable region:
-5‘TCCTATGAGCTGACTCAGCCACCCTCAGTGTCCGTGTCCCCAGGACAGACAGCCA
GAATCACCTGCTCTGGAGATAAATTGGGGGATAAATATGCTIGCTGGTATCAGCAGA
AGCCAGGCCAGTCCCCTGTGCTGGTCATCTATCAAAATACCAAGTGGCCCTTAGGGA
TCCCTGAGCGATTCTCTGGCTCCAAGTCTGGGAACACAGTCACTCTGACCATCAGCG
-GGACCCAGGCTATGGATGAGGCTGACTATTACTGTCAGGCGTGGGACAGCAGCAC’I‘
GTGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAY (SEQ ID NO: 295)
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Nucleotide sequence of heavy chain variable region:
S’CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCACAGACCCTGT
CCCTCACCTGCACTGT CTCTGGTGGCTCCATCAGCAGTAGTGATTACTACTGGAGCT
GGATCCGCCAGCACCCAGGGAAGGGCCTGGAGT GGATTGGGTACATCTATTACAGT
GGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAATTACCATATCAGTAGACAC
GTCTAAGAACCTGTTCTCCCTGAAGTTGAGCTCTGTGACTGCCGCGGACACGGCCGT
GTATTACTGTGCGAGAGGGGGGGTGACTACGTACTACTACGCTATGGACGTCTGGG
GCCAAGGGACCACGGTCACCGTCTCCTCAS? (SEQ 1D NO: 140)

Amino acid sequence of heéavy chain variable region:
QVQLQESGPGLVKPSQTLSLTCTVSGGSISSSDYYWSWIRQHPGKGLEWIGYIY YSGSTY
YNPSLKSRITISVDTSKNLFSLKLSSVTAADTAVYYCARGGVTTYY YAMDVWGQGTTV
TVSS (SEQ ID'NO: 85)

Nucleotide sequence of light chain variable region:
5’GACATACAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGT
CACCATCACTTIGCCGGGCAAGTCAGCGCATTAGCAACTATTITAAGTTGGTATCTGCA
GAAACCAGGGATTGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAGAGTGG
GGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAG
CAGTCTGCAATCTGAAGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTACCCC
GCTCATTITCGGCGGAGGGACCAAGGTGGAGATCAAASY  (SEQID NO: 141)

Amine acid sequence of light chain variable region:
DIQMTQSPSSLSASVGDRVTITCRASQR]SNYLSWYLQKPG}APKLLIYAASSLQSGVPSR
FSGSGSGTDFTLT ISSLQSEDFATYYCQQSYSTPL!FGGGTKVEIK SEQIDNOG: 7
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Nucleotide sequence of heavy chain variable region:
S’CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGA
GACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCC
GCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATGGTATGATGGAAGT
GATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTA
TTACTGTGCGAGAGAGACTGGTCCCTTGAAACTCTACTACTACGGTATGGACGTCTG
GGGCCAAGGGACCACGGTCACCGTCTCCTCA3 (SEQID NO: 142)

Amino acid sequence of heavy chain variable region:
QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHW VRQAPGKGLEWVAVIWYDGSD
KYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARETGPLKLYYYGMDVWG
QGTTVTVSS (SEQ ID NO: 74)

Nucleotide sequence of light chain variable région:
S’GATATTGTGATGACTCAGTCTCCACTCTCCCTGTCCGTCACCCCTIGGAGAGCCGCC
CTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACAACTTTTTG
AATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAACTCCTGATCTATT’I‘GGGTTCT
CATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGATTTT
ACACTGGAAATCAGCAGAGTGGAGGCTGAGGATGTTGGGGTTTATTACTGCATGCA -
AGTTCTACAAACTCCATTCACTTTCGGCCCTGGGACCAAAGTGGATATCAAAS

{SEQ ID NO: 143y

Amino acid sequence of light chain variable region:
D]VMTQSPLSLSVTPGEPPSISCRSSQSLLHSNGYNFLNWYLQKPGQSPQLLIYLGSHRAS
GVPDRFSGSGSGTDFTLEISRVEAEDVGVYYCMQVLQTPFT FGPGTKVDIK. (SEQID
NO:5)

FIG. 3EE
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1A12

Nucleotide sequence of heavy chain variable region:

5GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCCCTGA
GACTCTCCTGTGCAGCCTCTGGACTCACCTTTAGTAACTTITGGATGAGCTGGGTCCG
CCAGGCTCCAGGGAAGGGGCTGGAGTGGGTGGCCAACATAAAGCAAGATGGAAGT
GAGAAATACTATGTGGACTCTGTGAAGGGCCGATTCACCATCTCCAGAGACAACGC
CAAGAATTCACTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGT
ATI‘CCTGTACGAGAGAGTCAAACTGGGGATTTGC'ITTTGATATCTGGGGCCAAGGGA
CAATGGTCACCGTCTCTTCA3’ (SEQID NO: 144y

‘Amino acid sequence of heavy chain variable region:
EVQLVESGGGLVQPGGSLRLSCAASGLTF SNFWMSWVRQAPGKGLEWYANIKQDGSE
KYYVDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYSCTRESNWGFAFDIWGQGTM
YTVSS (SEQ ID NO: 65)

Niucleotide sequence of light chain variable region:
5’CAGTCTGTGCTGACTCAGCCACCCTCAG CGTCTGGGACCCCCGGGCAGAGGGTCA
CCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAAAACTGTAAACTGGTACC
AGCAGTTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCGGCGGCCCT
CAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCA
TCAGTGGGCTCCAGTCTGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACA_
GCCTGAATTGGGTGTTCGGCGCAGGGACCAAGCTGACCGTCCTAS! (SEQ ID NO:
145)

Amino acid sequence of light chain variable region:
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSKTY NWYQQFPGTAPKLLIYSNNRRPSGVPD
RFSGSKSGTSASLAISGLQSEDEADYYCAAWDDSLNWVFGAGTKLTVL {SEQ ID NO:
33)
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3B6

Nucleotide sequence of heavy chain variable region:

5’ CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGCTGGGTGC

GACAGGCCCCTGGACAAGGGC’I“I‘GAGTGGATGGGATGGATCAGCACWACAATGGT
AACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCATGACCACAGACACATC
CACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGT‘}'I‘

-ATTACTGTGCGAGAGGGTATACTCGGGACTACTGGGGCCAGGGAACCC’I‘GGTCACC

GTCTCCTCA3” (SEQ ID NO: 146)

.Amino acid sequence of heavy chain variable region:
QVQLVQSGAEVKKPGASVKVSCKASGYTF’I’SYGISWVRQAPGQGLEWMGWISTYNGN
TNYAQKVQGRVTMTTDTSTSTA’YMELRSLRSDDTAVYYCARGYTRDYWGQGTLVTVS
S (SEQ IDNO: 60)

Nucleotide sequence of light chain variable region:
§’CAGCCTGTGCTGACTCAGCCACTTTTTGCATCAGCCTCCCTGGGAGCCTCGGTCAC
ACTCACCTGCACCCTGAGCAGCGGCTACAGTAGTTATGAAGTGGACTGGTATCAGCA
GAGACCAGGGAAGGGCCCCCGGTTTGTCATGCGAGTGGACACTGGTGGGATIGTGG
'GATCCAAGGGGGAAGGCATCCCTGATCGCTTCTCAGTTTTGGGCTCAGGCCTGAATC
GGTATCTGACCATCAAGAACATCCAGGAAGAGGATGAGAGTGACTACCACTGTGGG -
GCAGACCATGGCAGTGGGACCAACTTICGTGGTGGTATTCGGCGGAGGGACCAAGCT
GACCGTCCTA3' (SEQ ID NO: 147)

Amino-acid sequence of light chain variable- region:
-QPVLTQPLFASASLGASVTLTCTLSSGYSSYEVDWYQQRPGKGPRFVMRVDTGGIVGSK
GEGIPDRFSVLGSGLNRYLTIKNIQEEDESDYHCGADHGSGTNFVVVFGGGTKLTVL
(SEQID NO: 46)

FIG. 3GG
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31A4

Nucleotide sequence of heavy chain variable region:
S’CAGGTGCAGCTACAGCAG’I‘GGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGT
CCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGCGTACTACTGGAACTGGATCC
GCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCAATCATAGTGGAAGA
ACCGACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCAA
GAAGCAGTTCTCCC’I‘GAAGCTGAACTCTGTGACCGCCGCGGACACGGCTGTGTA’I‘TA
CTGTGCGAGAGGGCAGCTCGTCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCAC
CGTCTCTTCAS’ (SEQ ID NO: 148).

Amino acid sequence of heavy chain variable region:

QVQLQQWGAGLLKPSBTLSLT CAVYGGSFSAYYWNWIRQPPGKGLE WIGEINHSGRTD
YNPSLKSRVTISVDT SKKQFSLKLNSVTAADTAVYYCARGQLVPFDYWGQGTLVTVSS
(SEQID NO: 89)

Nucleotide sequence of light chain variable region:

5 CAGTCTGTGCTGACTCAGCCACCCTCAGCG'{‘CTGGGACCCCCGGGCAGAGGGTCA
CCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAATACTGTAAATTIGGTATC
AGCAACTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGGCCCT
CAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCA
TCAGTGGGCTCCAGTCTGAGGATGAGGCTGATTATTACTGTGCAGTATGGGATGACA ,
GCCTGAATGGTTGGGTGTTCGGCGGAGGGACCAAGCTGACCGTCCTAB‘ (SEQTD
NO: 149)

Amiino acid sequence of light chain variable region:
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNT VNWYQQLPGTAPKLLIYSNNQRPSGVPD
RFSGSKSGTSASLAISGLQSEDEADYYCAVWDDSLNGWVFGGGTKLTVL (SEQ ID NO:
32) .

FIG. 3HH
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25A7

Nucleotide sequence of heavy chain variable region:
51’CAGGTTCAGJCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCT_TCTGGTTACAC_C_TTT_CCCAGCTATGGTATGAGCTGGG’I‘GC
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCGCTTACA ATGGT
AAGACAAACTATGCAGAGAAGCTCCAG_G_GCAGAGTCACCATGAQEACAGACA‘CATC
CA‘CGA_G.QACAGcCTA-CATGG‘AG_GTGAGGAGCCEGAGATCTGACGACACGGCCGTGT
"'TTTACT_G'TGC’GAGAGGCTACGTTATGGAC(}TCTGGGGCCAA’GGGACC-ACGG'I__‘CACC
GTCTCCTCT3 (SEQ ID NO: 150)

Amino acid sequence of heavy chain variable region; _ o _
QVQLVQSGAEVKKPGASVKVSCKASGYTFPSYGISWVRQAPGQGLEWMGWISAYNGN

TNY_AEKLQGRVTMTTDTSTST'AYMEVRSLRSDDTAV_FYCARGYVMDVWGQG_TTVTVS
S (SEQ ID NO: 58)

Nucleotide sequence of light chain variable region: _ ‘ _

5 CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGT-T’GGTCGT’FATAATTCTGTCTCCTGGTAC
CAACACCACCCAGGCAAAGCCCCCAAAGTCATGATTTATGAGGTCAGTAATCGGOC
CTCAGGGGTITCTACTCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCETCCOTGAG
‘CATCT C'{'GGGCTCCAGGCTGAGGACGAGGCTGATTATTACTGCAGCTCATATACAAG
CAGCAGCGTTGTATTCGGCGGAGGGACCAAACTGACCGTCCTAS  (SEQ ID NO:
151)

Amino acid sequence of light ¢hain variable region: N o -
QSALTOPASVSGSPGOSITISCTGTSSDVGRYNSVSWYQHHPGK APKVMIYEVSNRPSGY
STRESGSKSGNTASLTISGLOAEDEADY YCSSYTSSSVYFGGGTKLTVL {SEQ ID NO:
15)

FIG. 311
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21B12

Nucleotide sequence of heavy chain variable region:
5’CAGGTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGGCTTCTGGTTACACCTTAACCAGCTATGGTATCAGCTGGGTGE
GACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGGTCAGTTTTTATAATGGT
AACACAAACTATGCACAGAAGCTCCAGGGCAGAGGCACCATGACCACAGACCCATC
CACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGT
ATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCT3 (SEQ ID NO: 94)

Amino acid sequence qu heavy chain variable region:
QVQLVQSGAEVKKPGASVKVSCI{ASGYTLTSYGISWVRQAPGQGLEWMGWVSF YNG
NTNYAQKLQGRGTMT’FDPSTSTAYMELRSLRSDDTAVYYCARGYGM{}VWGQGTTVT
VS8S - (SEQID NO: 49)

Nucleotide sequence of light chain variable region:
’CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGATCAC
CATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTCTCCTGGTA
CCAACAGCACCCAGGCAAAGCCCCCAAACTCATGATTTATGAGGTCAGTAATCGGC
CCTCAGGGGTTTCTAATCGCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGA
CCATCTCTGGGCT CCAGGCTGAGGACGAGGCTGATTATTACTGCAATTCATATACAA .
GCACCAGCATGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAS’ (SEQ'ID NO:
296)

Amino acid sequence of light chain variable region:
QSALTQPASVSGSPGQSITISCTGTSSDVGGYNSVSWYQQHPGKAPKLMIYEVSNRPSGV
SNRFSGSKSGNTASLTISGLQAEDEADYYCNSYTSTSMVFGGGTKLTVL (SEQ ID NO:
23)

FIG. 3JJ
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Constant Domains
Human IgG2:;
.ASTK,c;j‘PsV?PLAPCSRSTSESTAALGCLVKDYFPE‘p’vrvswz«sseALTsGVHTFPAVLst‘GLYSLSSVW

v_PSSNFGTQT_YTc;_\aVDHKPs;\:T_KVDKTVERKCJcvecPP_CPAPPVAGPSVFLFPFKP,‘KD_TLM:_SR_TPEWC
VVVDVSHEDPEVQFNWYVDGYEVHNAKTKPREEQFNSTFRVVSVL TVVHQDWLNGKEYKCKVSNKGLP

APIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDEA\{EWES&GQPENNYKTTPPML'D
-S_DGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQID NO: 154)

Human 1gG4:

'Ps's;:EKT_IS."KAKGQPREP_QWLPPSQEEM?KN‘Q‘vst;TcLVKGFYP_SD;AVEWESNGQPENNYKTTFSPVL

D‘su‘esEFLYSRLTvDKSRWQEGNVFSGSVMHEALHNHY.‘{QKSLSLSLGK {SEQ ID NQ: 155}

Human lambda;

QPKAAPSVTLFPPSSEEL QANKATLVCLISDF Y PGAVTVAWKADSSPVKAGVETTTPSKGSNNKYAASSY
LSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS (SEQ ID NO: 156)

Human kappa:

TVAAP‘SVFIFPPSDEQLKSGTAS_WCLL&NFYPREAKVQWKVDN_ALQSGNSQESVTEQDSKDSTY‘SLS_S
TLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO:157)

FIG. 3KK
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SHS5.1
Nuc¢leotide sequence of heavy chain variable region:

5'CAGGTGCAGGTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTC
AGTGAAG,GTCTCCTGCAAGGCTTCTGGATACACCTTCACCGGCTACTA_TATAC
ACTG'GGTGCGAC’AGGCCCCTGGA‘CAAGG._GC.TTGAG’FGGATGGGATGGATCAA
CCCTCACAGTGGT‘GGCGCAAACTATGC_A_CAGAAGTT__TCAGGGCAGGGTCACC
ATGACCAGG_QACACG'I’CCAICAGcAcAG__{;_CTACATGGAGCTGAGCAGGCTGA
GATCTGACGACACGGCCGTGTATTACTGTGCGAGAGGCAACTGGAACTACGA
CTAC-TACGGTATGGACGTCTGG.G_GC_C_AAGGGACCACGGTCA(:CGTCI{:CTCA
3’ (SEQID NU:418)

Amino acid sequence of heavy chain variable region:

QVQWQSGAEVK_KPGASVKVSCKASGYTF.TGYY]HWVRQAPGQ.GLEWMGWJN

PHSGGANYAQKFQGRVTMTRDTSISTAYMELSRLRSDDTAVYYCARGNWNYD
YYGMDVWGQGTTVTVSS (SEQ ID'NO:419)

Nucleotide sequence of light chain variable region:

5'GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGAC
AGAGTCACCATCACTTGCCGGGCGAGTCAGGACATTAGCAATTATTTAGCCT
GGTATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCOTGATCTATGCTGCATC
CACTTTOCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACA
GATTTCACTCTCACQATCAGCAGCCTACAGCC'TGAAGATGTTGCAAQTTATTT
CTGTCAAAGGTATCAGATTGCCCCATTCACTTICGGCCCTGGGACCAAGGTGG
ATATCAAA3 (SEQ ID NO:420)

Aming acid sequence of light chiin variable region:
D"‘i.QMfI‘QsPssLSAsVGDRVTITCRASQD{sNYLASWYQQKPGKVP’KLLWMSILQ-

'SG'VPS_RFSGSGSGTDFTLTISSLQREDVATYFCQRYQIAPFTFGPGTKV DIK (S8EQ
IDNQ:421)

FIG. 3LL
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24F7.1
Nucleotide sequence of heavy chain variable region:

5’CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTC

CCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGC
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGITATCTG
GTATGATGGAAGTACTAAATACTATGCAGACTCCGTGAAGGGCCGATCCACC
ATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGCGAGGTCAGTGGCTGGTTACCA
CTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCC

TCA3’ (SEQ ID NO:422)

Amino acid sequence ¢f heavy chain variable region:

QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVIW
YDGSTKYYADSVKGRSTISRDNSKNTLYLQMNSLRAEDTAVYYCARSVAGYHY
YYGMDVWGQGTTVTVSS (SEQ ID NO: 423)

Nucleotide sequence of light chain variable region:

5" TCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGGACAGACA
ACCAGCAGAAGCCAAGACAGGCCCCTGTACTTGTCATCTATGGTAAAAACTA
CCGGCCCTCAGGGATCCCAGACCGATTCTCTGGCTCCACCTCAGGAAACACA
GCTTCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT
GTAACTCCCGGGACAGCATTGGTAACCATCTGGTGTTCGGCGGAGGGACCAA
GCTGACCGTCCTA3' (SEQ ID NO:424)

Amine acid sequence of light chain variable region:
SSELTQDPAVSVALGQTVRITCQGDSLRGYYATWYQQKPROAPVLVIYGKNYRP

SGIPDRFSGSTSGNTASLTITGAQAEDEADY YCNSRDSIGNHLVFGGGTKLTVL
(SEQ ID NO425)

FIG. 3MM
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22B11.1
Nucleotide sequence of heavy. chain variable region:

5’CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTC

CCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCTTGE
ACTGGGTCCGCCAGGCTCCAGGCAAGG_GGCTGGA‘GTGGG-T-GGC'AGTTA-TATG
GTTAGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATCCACE
ATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGCGAGGTCAGTGGCTGGTTACCA
CTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTOC
TCA3’ (SEQ ID NO:426)

Amine acid sequence of heavy chain variable region:

QVQLVESGGGVYQPGRSLRLSCAASGFTFSSYGLHWVRQAPGK GLEWVAVIWL
DGSNKYYADSVKGRSTISRDNSKNTLYLQMNSLRAEDTAVYYCARSYAGYHYY
YGMDVWGQGTTVTVSS (SEQ ID NO:427)

Nucleotide sequence of light chain variable region:

S TCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGGACAGACA

GTCA_GGATCAQATGGCAAGGAGAGAGCCTCAGAAGTT_ATTATGGA-AG_CTGG_T
ACCAGCAGAAGCCAAGACAGGCCCCTGTACTIGTCATCTTTGGTAAAAACAA
CCGGCCCTCAGGGATCCCAGACCGATTCTCTGGCTCCACCTCAGGAAACACA

UCTTCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT

GTAACTCACGGGACATCATTGGTGACCATCTGCTGTTCGGCGGAGGGACCAA
GCTGACCGTCCTAS (SEQ IDNO:428)

Amino acid sequence of light chain variable region:
ssEi‘:rQDPAvstLGQTVRITCQGDSLRSYYGSWYQQ_KPKQAPVLVIFGKNNRP

SGIPDRFSGST_SGNTAS_LTITGAQAEDEADYYCN‘SRDHGDHLLFGGGTKLTVL
(SEQ 1D NO:429)

FIG. 3NN
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30F1.1
Nucleotide sequence of heavy chain variable region:

5?CAGGTGCAGCTGGTGG_AciTCT_G_GGGGAGGCGTG_GTC{:AGTCTGGGAGGTCC
CTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGGAACTATGGCATGCA
CTGGGTCCGCCAGGCTCCAGGCA'AG_GGQCTGG_AGT_GGG_TGGCAGTTATATGG_
TTTGATGGAAGTAA-TAAATACTATGCAGACTC'CGTGAAGGGCCGATCCACCA

TCTC_CAGAGACAATTCCAAGAACAGGCTGTATCTGC-TAAT_GAA’CAGCC‘.]‘GAG

Aj_GC_cGAGGACAC_GGCTGTGTAITACTGTGCGAGGTCAGTGGCTQGTTACCAC

TACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTETCCT

CA3(SEQ ID NO:430)

Aminio acid sequence of heavy chain variablé region:

QVQLVESGGGVVQSGRSLRLSCAASGFTFRNYGMHWVRQAPGKGLEWVAVIW
FDGSNKYYADSVKGRSTISRDNSKNTLYLLMNSLRAEDTAVYYCARSVAGYHY
YYGMDVWGQGTTVTVSS (SEQ ID NO:431)

Nucleotide sequence of light chain variable region:

STCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGGACAGACA
GTCAGGATCACATGCCAGGGAGACAGCCTCAGAAGCTATTATGCAAGCTGGT
ACCAGCAGAAGCCAAGACAGGCCCCTGTACTTGTCATCTATGGTAAAAACAA
CCGGCCCTCAGGGATCCCAGACCGAATCTCTGGCTCCACCTCAGGAAACACA
GCTTCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT
GTAAATCCCGGGACATCATTGGTGACCATCTGGTGTTCGGCGGAGGGACCAA

ACTGACCGTCCTAY (SEQ ID NO:432) .
Amino acid sequence of light chain variable region:
SSELTQDPAVSVALGQTVRITCQGDSLRSY YASWYQQKPRQAPVLVIYGKNNRP

SGIPDRISGSTSGNTASLTITGAQAEDEADY YCKSRDIGDHLVEGGGTKLTVL
(SEQ ID NO433)

FIG. 300
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24B9.1
Nucleotide sequence of hedvy chain variable region:

PCAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTC
CCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGC
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATG
GTATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACC
ATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGTGAGAGATCGGGGACTGGACTG
GGGCCAGGGAACCCTGGTCACCGTCTCCTCAY' (SEQ.ID NO:434)

Amino acid sequence of heavy chain variable région:

QVQLVESGGGYYQPGRSLRLSCAASGETFSSYGMIWVRQAPGKGLEWVAVIW
YDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCVRDRGLDW
GQGTLVTVYSS (SEQ ID NO:435)

Nucleotide sequence of light chain variable region:

$*TCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGEGACAGACA
GTCAGGATCACATGCCAAGGAGACAGCCTCAGAGGCTATTATGCAAGCTGGT
ACCAGCAGAAGCCAAGACAGGCCCCTGTACTTGTCATCTATGGTAAAAACAA
CCGGCCCTCAGGGATCCCAGACCGATTCTCTGGCTCCACCTCAGGAAACACA
GCTTCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT
GTAAGTCCCGGGACAGCAGTGGTGACCATCTGGTGTTCGGCGGAGGGACCAA
GCTGACCGTCCTAY (SEQID NO:436)

Amino acid sequence of light chain variable region:
SSELTQ{}PAVSVALGQTVRiTCQGDSLRGYYASWYQQKPRQAPVLVEYGKNT‘JRP

SGIPDRFSGSTSGNTASLTITGAQAEDEADY YCKSRDSSGDHLVEGGGTKLTVL.
(SEQ ID NO:437)

FI1G. 3PP
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24B9.2
Nucleotide sequence of heavy chain variable region:

5"CAGGTGCAGGTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGGGGTC
CCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAACTATGGCATGC
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATTTG
GTATGATGGAAGTAGTAAATACTATGCAGACTCCGTGAAGGGCCGATCCACE
ATCTCCAGAGACAATTCCAAGAACACGGTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGCGAGGTCAGTGGCTGGTTACCA
CTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCC
TCA3’(SEQ.ID NO:438)

Amino acid sequence of heavy chain variable region:

QVQVVESGGGVVQPGGSLRLSCAASGFTFSNYGMHWVRQAPGKGLEWVAVEW
YDGSSKYYADSVKGRSTISRDNSKNTVYLQMNSLRAEDTAVYYCARSVAGYHY
YYGMDVWGQGTTVTVSS (SEQ ID NO:439)

Nucleotide sequence of light chain variable region:

S TCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGGACAGACA
GTCAGGATCACATGCCAAGGAGACAGCCTCAGAGGCTATTATGCAAGCTGGT
ACCAGCAGAAGCCAAGACAGGCCCCTGTACTTGTCATCTATGGTAAAAACAA
CCGGCCCTCAGGGATCCCAGACCGATTCTCTGGCTCCACCTCAGGAAACACA
GCITCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT
GTAAGICCCGGGACAGCAGTGGTGACCATCTGGTGTTCGGCEGAGGGACCAA
GCTGACCGTCCTA3' (SEQ ID NO:440)

Amino acid sequence of light chain variable region:
.SSELTQDPAVSVALGQTVRITCQGDSLRGYYASWYQQKPRQAPVLVIYGKNNRP

SGIPDRFSGSTSGNTASLTITGAQAEDEADY YCKSRDSSGDHLVFGGGTKLTVL
(SEQ ID NO441)

FIG. 3Q0Q
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20A58.1
Nucleotide sequence of heavy ¢hain variable region:

5’'CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTC

CCTGAGTCICTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGC
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATG
GTATGATGGAAGTTATAAAGACTATGCAGACTCCGTGAAGGGCCGATCCACC
ATCTCCAGAGACAACTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTAT TGTGCGAGGTCAGTGGCTGGTTACCA

CTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCC

TCA3’ (SEQ 1D NO:442)

Amino acid sequence of heavy chain variable region:

QVQLVESGGGYVQPGRSLSLSCAASGFTFSSYGMHWVRQAPGKGLEWVAYIWY
DGSYKDYADSVKGRSTISRDNSKNTLY LQMNSLRAEDTAVYYCARSVAGYHYY
YGMDVWGQGTTVTVSS (SEQ IDNO:443)

Nucleotide sequence of light chain variable region:

S'TCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGGACAGACA

GTCAGGATCACATGCCAAGGAGACAGCCTCAGAACCTATTATGCAAGCTGGT
ACCAGCAGAAGCCAAGACAGGCCCCTATTCTTIGTCATCTATGGTAAAAACAA
CCGGCCCTCA’GGGATCCCAGACGGA’I‘TFCTCTGGC’ITCCACC’I‘CAGGAATCACA

GCTTCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT

GTAAATCCCGGGACATCATTGGTAACCATCTGCTGTTCGGCGGAGGGACTAA
GCTGACCGTCCTA3 (SEQ ID NO:444)

Amine acid sequence of light chain variable region:
SSEL-TQDPAV-SVALGQTVR_ITCQGDSLR—TYYASWYQQI__(PRQAPILV!YGKNNRPS

GIPDRFSGSTSGITASLTITGAQAEDEADY Y CKSRDIGNHLLFGGGTKLTVL (SEQ
ID NO:445) '

FIG. 3RR
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20452
Nitcleotide sequence of heavy chain variahle region:

5'CAGGTGCAGCTGGTGGCGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCC
CTGAGACTCTCCTGTGCAGCGTCTGGATTCACCCTCAGTAGCTATGGCATGCA
CTGGGTCCGCCAGGCTCCAGGCCAGGGGCTGGAGTGGGTGGCAGTCATATGG
TATGATGGAAGTAACAAATACTATGCAGCCTCCGTGAAGGGCCGATTCACCA
TCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGTCTGAG
AGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGTGOTTCGGGGAGT
CATCGCTACTACTACTACGGTATGGACGTCTGEGGCCAAGGGACCACGGTCA

CCGTCTCCTCA3’ (SEQ ID NO:446)
Amino acid sequence of heavy chain variable region:

QV’QLVASGG.GWQPGRSLRLSCAASGFTLSSYGMHWVRQAPQQGLEWVAWW
YDGSNKYYAASVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARGGGSGSH

RYYYYGMDVWGQGTTVTVSS (SEQ ID NO:447)

Nucleotide sequence of light chain variable region:

5_’TC-TTCTGAGCTGACTCAGGACCCTGGTGTGTCTGTGGCCTTGGGAGAGACA

GTC-A_GGATCACATGCCAAGGAGACAGCCTC‘AGAACCTATTATGCAAG_CTGGT
ACCAG_CAG_MGCC_A-AGACAGGCCCCTATTCTTGTCATCTATGG_TAAAAACAA
CCGGCCCTCAGGGATCCCAGACGGATTCTCTGGCTCCACCTCAGGA‘AT{;ACA

GCTTQCTTGACCATCACTGGGGQTCAGG_CGGAA_GATGAGGCTGACTATTACT

GTAAATCCCGGGACATCATTGGTAACCATCIGCTGTTCGGCGGAGGGACTAA
GCTGACCGTCCTAS’ (SEQ.ID NO:448)

Amino acid sequence-of light ¢hain variable region:

SSELTQDmvstLGQTvR;TCQGDSLRTYYASWYQQKPRQAPHNNGKNN’_ NRPS

GIPDRFSGSTSGITASLTITGAQAEDEADYY CKSRDUGNHLLFGGGTKLTVL (SEQ
1D NO:449)

FIG. 35S
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20E5.1 — version1 (v1)
Nucleotide sequénce of heavy chain variable region;

5'CAGGTGCAAGTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTC

CCTGAGACTCTCCTGTGCAGCGTCTGGATICACCTTCAGTAACTATGGCATGC
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATG
GTATGATGGAGGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATCCATC
ATCTCCAGAGACAATTCCAAGAGCACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTTTATTATTGTGCGAGGTCAGTGGCTGGTTACCA

TTATTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCGCC

TCA3’ (SEQ ID NO:450)

Amino acid sequence of heavy chain variable region:

QVQVVESGGGVVQPGRSLRLSCAASGETF SNYGMHWVRQAPGKGLEWVAVIW
YDGGNKYYADSVKGRSIISRDNSKSTLYLQMNSLRAEDTAVYYCARSVAGYHY
YYGMDVWGQGTTVTVAS (SEQ ID NO: 45])

Nucleotide sequence of light chain variable region:

5 CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGA
TCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTC
TCCTGGTACCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGG
TCAGTAATCGGCCCTCAGGGAT’ITCTAATCGCTTCTCTGGCTCCAAGTCTGGC
AACACGGCCTCCCTGACCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATT
ATT'I’CTGCAGCTCATATACAAGCACCAGCATGGTC’I‘TCGGCGGAGGGACCAA
GCTGGCCGTCCTA3’ (SEQ ID NO: 452)

Amino acid sequence of light chain“varia'b'le region:
QSALTQPASVSGSPGQSiTISCTGTSSDVGGYNSVSW?QQH?GKPPKLM!YEVSN

RPSGISNRFSGSKSGNTASLTISGLQAEDEADYFCSSYTSTSMVFGGGTKLAVIL
(SEQ ID NO:453)

FIG. 3TT
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20ES.1 —version2 (v2)
Nucleotide sequence of heavy chain variable region:

$’CAGGTGCAAGTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTC.
CCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAACTATGGCATGC
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATG
GTATGATGGAGGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATCCATC
ATCTCCAGAGACAATTCCAAGAGCACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTTTATTATTGTGCGAGGTCAGTGGCTGGTTACCA

TTATTACTACGGTATGGACGTCTGGGGQGAAGGGACCACGG'{CAGCGTCGCC

TCA3’ (SEQ ID NO:454)

~Amino acid séquence of heavy chain variable region:

-QVQWESG'G'Gvvq;JGRSLRLSCAAs.GFTFSNYGMH-WVRQAPGKGLEWVAWW
YDGGNKYYADSVKGRSIISRDNSKSTLYLQMNSLRAEDTAVYYCARSVAGYHY
YYGMDVWGQGTTVTVAS (SEQ 1D NO:455)

Nucleotide sequence of light chain variable region:

5" TCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGGACAGACA
GTCA’GGAICAGATGCCAAGGAGACAGCCTCAGAGGCTATTATGCAAG.CTGGT
Ac‘c{&_(:.GAGAAG_CCA-AGA,CA_G_G‘Q_C:._cﬁ:’,CTGTA@.T__T(}TCA?CTATGGTAAAAACAA
CCGGCCCTCAGGGATCCCAGACCGATTCTCTGGCTCCACGTCAGGAAACACA
GCTTCCTTGACCATCACTGGGGCTCAGGCGGAAGATGAGGCTGACTATTACT

GTAACTCCCGG'GACAACATTGGTGACCATCTGGTGTTCGGCGGAGGGA-C_‘CAA

GCTGACCGTCCTA3' (SEQ ID NO:456)
Aming acid sequence of light chain variable region;
SSELTQDPAVSVALGQTVRITCQGDSLRGYYASWYQOQKPROAPVLVIYGKNNRP

SGIPDRFSGSTSGNTASLTITGAQAEDEAD Y'Y CNSRDNIGDHLVFGGGTKLTVL
(SEQ ID NO:457)

FIG. 3UU



57 /152

8A3.1
Nucleotide sequence of heavy chain variable region:

5"GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCC
CTGAGACTCTCCTGTGCAGCCTCCGGATTCACCTTTAGTAGCTATTGGATGAG
CT GGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTGGCCAGCATAAA
ACAAGATGGAAGTGAGAAATACTATGTGGACTCTGTGAAGGGCCGATTCACC
ATCTCCAGAGACAACGCCAGGAACTCACTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGATCTTGTATTAATGGT
GTATGATATAGACTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACC
ACGGTCACCGTCTCCTCA3’ (SEQ ID NO:458)

Amino acid sequence of heavy chain variable region:

EVQLVESGGGLVQPGGSLRLSCAASGFTESSY WMSWVRQAPGKGLEWVASIKQ
DGSEKYYVDSVKGRFTISRDNARNSLYLQMNSLRAEDTAVYYCARDLVLMVYD
IDYYYYGMDVWGQGTTVTVSS (SEQ ID NO:459)

Nucleotide sequence of light chain variable region:

S'GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGC
CGGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATAC
AACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGA
TCTATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGT
GGATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATG
TTIGGGGTTTATTACTGCATGCAAGCTCTACAAACTCCGCTCACTTTCGGCGGA
GGGACCAAGGTAGAGATCAAAS® (SEQ 1D NO:460)

Amino acid sequence of light chain variable region:

DIVMTQSPLSLPVTPGEPASISCRSSQSLLBSNGYNY LDWYLQKPGQSPQLLIYLG
SNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVY YCMQALQTPLTFGGGTKVEI
K (SEQID NO:461)

FIG. 3VV
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1iF1.1
Nucleotide sequence of heavy chain variable region:

5’GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCE
C’I‘GAGACTCTC_CTGTGCA’GCCTCGGGA’ITCAC’CTTTAGTAACTAT}‘GGATGAG
CTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTGGCCAGCATAAA
A‘CAAGATGGAAGTGAGAAATACTATGTGGACTCTGTGAAGGGCCGA‘I"I’CGCC
;ATCTCCAGAGACAAchCAAGAAcTCACTGTTTQTGCAAATGAA'(_;AGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGATCTTGTACTAATGGT
GTATGATATAGACTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACC
ACGGTCACCGTCTCCTCAS’ (SEQ ID NO:462)

Amino acid sequence of heavy chain variable region:

EVQLVESGGGLVQPGGSLRLSCAASGFTFSNY WMSWYVRQAPGKGLEWVASIKOQ
DGSEKYYVDSVKGRFAISRDNAKNSLFLQOMNSLRAEDTAVYYCARDLVLMYYD

IDYYYYGMDVWGQGTTYTVSS (SEQ ID NO:463)

Nucleotide sequence of light chain variable region:

5" GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCTGTCACCCETGGAGAGE
CGGCCTCCATCTCTTGCAGGTCTAGTCAGTAGCCTCCTGCATAGTAATGGGTAC
AACTATTIGGATTGGT‘ACCTGCAGAAG_CC'AGGG(:AGTCTC(:ACAGCTQCQ‘GA
TZCTA"TTTGGGTTCTAATCG_GGGCTCGGGGG’TC,CZCTGACAGGTTCAGT.GGCAGT-
G_'GAT;::_AGGCACACA’;CTTACACTGAAAATCAGCAGAGTGGAGGCTGAG_GATG
TTG’GAGITTATTACTGCATGCAAAQTSCTAQAMCTC;:GCTCAGITTCGGCGGA-
GGGACCAAGGTGGAGATCAAA3® (SEQ ID NO:464)

Amino acid sequence of light chain variable region:
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIVLG
SNRASGVPDRESGS_GSGTHLTLKISR'V‘EAED.VGVYYCMQTLQTPLTFGGGTKVEI
K (SEQ ID NO:465)
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12H11.1
Nucleotide sequence of heavy chain variable region:

5'CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGCCCAGCCTGGGAGGTC

CCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGE
ACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATA
CTATGATGGAATTAATAAACACTATGCAGACTCCGTGAAGGGCCGATTCACC

ATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGUGAGAGATCGGGGACTGGACTG
GGGCCAGGGAACCCTGGTCACCGTCTCCTCAS' (SEQ ID NO:466)

Amino acid sequence of heavy chain variable region:

QVQ_LVESGGGVAQPGRSLRLSCAASGFT—-FSSYGMHWVRQAPGKGLEWVAVIYY’
D;;}INKHYADSVKGR_FTISRDNSKNTLYL‘QMNS_LRAEDTAWYCAR;)‘I{GLDWGQ
GTLVTVSS (SEQ ID NO:467)

Nucleotideé sequence of light chain variable region:

5’GACATCGTGATGACCCAGTCTC_CAGACTGCCTGGCTGTGTCTCT'_GGG.CGAG
AGGGCCACCATCAACTGCAAGTCC.AGCC—A_GA_GTGTTTTATAGAGCTCGAAQA
GTAAGAACT_ACTTAGTTTGG-I?ACCAGCAGAAACCA’GGACAGC’CTCCTAA_GCT
-G.CTCATTTACTGGGCCTCTACCGGGGAATCCGGGGTCCGTGACCGAT’I‘.CAGIG
G_CAGCGGGTCTGGGACAGAT’ITCACTCTCACCATC’AGCAGCC_TGCAGGCTG‘A’_
,AG_A'-;rGT‘(}_GCAG'TT_TATTA__'c_TGTQAACAATATTATAGTACTCCGTGGACGTTCJG
GCCAAGGGACCAAGGTGGAAATCAAA? *(SEQ ID NO:468)

Amino acid sequence of light chain variable region:
DIV—MTQSPDSLAVSLGERATI_NCKS_SQSVLYSSNSKNYLVWYQQKPGQPPKLLIY

WASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYCQQYYSTPWTFGOGTK
VEIK (SEQ ID NO:469)

FIG. 3XX
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11H4.1
Nucleotide sequence of heavy chain variable region:

5-’GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCC'FGZGGGGGTCC
CTGAGACTCTCCTGTGCAGCCTCTGGACTCACCTTTAGTAACTTTTGGATGAG
CT GGGTCCGCCAGGCTCCAGGGAAG.GGGCTGGAGTGGGTGGCCAACATAAA
GCAAGATGGAAATGATAAATACTATGTGGACTGTG’?GAAGGGCCGATTCACC
ATCTCC_AGAGACAACGCCMGAAT?CACTGTATCTG'CAAATGAACAGC:_CTGA:
GAGCCGAGGACA CGGCTGTGTATTACTGTGCGAGAG’AGTCAAAGTG GOGATT
TGCTTTTQATATCTGGGGCCAAGGGACAATGGTCACCGTCTC’ITCA3 "{SEQID
NO:470)

Amino acid sequence of heavy chain variable region:

EVQLVESGGGLVQPGGSLRLSCAASGLTFSNFWMSWVRQAPGKGLEWVANIKQ
DGNDKYYVDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARESNWGFAF
DIWGQGTMVTVSS (SEQ ID NO:471)

Nicleotide sequence of light chain variable region:

5"‘CAGTCTGTGCTGACTC-AGC-CACCCTCAGCGTGTGGGACCCCCGGGCA@AGG
GTCACCATGTCT’FGTTC;TGGAAGCAG:CTG_CAACATCGGAAGTAAAACTGTAA
ACTG'GTACCAGC_,A_QTTCCCAGGAA(_:GGCCC‘CCA}AACTCCTCATCTATAGTAA
"I‘AATCGGCGGCCC.T-CAGGGGTCCCTGACCGATTCTC’I’GGGTCCAAGTCTGGCA
-G.CTCAGCC_TC;'C_C_-TGGCCZATC-AGTG__GGCTCCAGTCTGAGGATGAGGCTGA’}TAT
'TAC_TGTGCAGCATGG‘GATGA,CAGCCTGAATTGG’GTGTTCGGCGCAGGGACCA_
AGCTGACCGTCCTA3’ (SEQ ID NO:472)

Anino acid sequence of light chain variable r‘egion:
QSVLTQPPSASGTPGQRY_T_ISCSGS__SSNIGSKWNWYQQFPGTAPKLLIYSNNR_RP

SGVPDRFSGSKSGTSASLAISGLQSEBEADY YCAAWDDSLNWVEGAGTELTVL
(SEQ ID NO:473)

FIG. 3YY
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11H8.1
Nucleotide sequence of heavy chain variable region:

3’GAGGTGCAGCTGGTGGAGTCTGGGGGAGGTTTGGTCCAGCCTGGGGGGTCT
CTGA.GAC’I‘CTC_C-TGT_G_CAGCCTCTGGACTCACCTTTAGTAAC-T-'TTTGGATGAG‘
CTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTGGCCAACATAAA
GCAAGATGGAAGTGAGAAATACTATGTGGACTCT_G_TGAAGGGCCGA.TTCACC
A.T‘C'r’CCAGAGACA__AcGCCAAGAATTCACTGTATCTGCAAATGAA_CAGCCTGA
GAGCCGAGGA.CACGGCTGTGTATTACTGTGCGAGAGAG’FCAAACTGGGG-A'I"I‘
TGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGTCTCTTCAS (SEQID
NO:474)

Amino acid sequence of héavy chain variable region:

EVQLVESGGGWQPGGSLRLSC_MSGLTFSNFWMSWVRQAPGKGL_EWVANIKQ
DGSEKYYVDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVY YCARESNWGFAF
DIWGQGTMVTVSS (SEQ ID NO:475)

Nucleotide sequence of light chain variable greg'ian:

5"CAGTCTGTGCTGACTCAGC.CA’CCCTCAGC_G_TCTGGGACCCCCGGGCAGAGG
GTCAGCATCTCTTG?{_“TCTGGAAGGAGC_-TCCAAC_ATCGGA_AGTAAAACTGTAA

ACTGGTACCAGCAGTTCCCAGGAACGGCCCCCAAACTCC?CA_TCTATAG_TAA
TAATCGGCGGCCCTCAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCA
cca*CAGc'c:fr'c_ccm‘occAT_c_AGT_GG_G‘CT_CCAQTCTGAGGM%GG(_:TGATTA_T
TACTGTGCAACATGGGATGACAGACTGAATTGGGTGTTCGGCGCAGGGACCA
AGCTGACCGTCCTAS (SEQ ID NO:476)

Amino acid sequence of light chiin variable region:

QSVLTQPPSASGTPGQRVTISCSGSSSNIGSKTVNWY QOFPGTAPKLLIYSNNREP
SGVPDRFSGSKSGTSASLAISGLQSEDEADYYCATWDDRLNWYFGAGTKLTVL
(SEQ ID NO:477)

FIG. 377
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11G1.5
Nucleotide sequence of heavy chain variable region:

5’CAGGTCACCTTGAAGGAGTCTGGTCCTGTGCTGGTGAAACCCACAGAGACT
CTCACGCTGACCTGCACCGTCTCTGGGTTCTCACTCAGCAATGTTAGAATGGG
TGTGAGCTGGATCCGTCAGCCCCCAGGGAAGGCCCTGGAGTGGCTTGCACAC
ATTTTTTCGAATGACGAAAATTCCTACAGAACATCTCTGAAGAGCAGGCTCA

CCATCTCCAAGGACACCTCCAAAAGCCAGGTGGTCCTTACCATGACCAACAT

GGACCCTGTGGACACAGCCACATATTACTGTGCACGGATAGTGGGAGCTACA
ACGGATGATGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGTCTCTTC

A3 (SEQ ID NO:478)
Amino acid séquence of heavy chain variable region:

QVTLKESGPVLVKP.TET_LTETCTVSG_FSLSNVRMGVSMRQ}?PGKA'LEWLAH;FS
NDENSYRTSLKSRLTISKDTSKSQVVLTMTNMDPYDTATYYCARIVGATTDDAF
DIWGQGTMVTVSS(SEQ ID N0:479)

Nucleotide sequence of light chain variable region:

5 TCCTATGTGCTGACTCAGCCACCCTCGGTGTCAGTGGCCCCAGGACAGACG
GCCAGGATTACCTGTGGGGGAAACAACATTGGAAGTAAAAGTGTGCACTGGT
ACCAGCAGAAGCCAGGCCAGGCCCCTGTGETGGTCGTCTATGATGATAGCGA
CCGGCCCTCAGGGATCCCTGAGCGATTCTCTGGCTCCAACTCTGGGAACACG
GCCACCCTGACCATCAGCAGGGTCGAAGCCGGGGATGAGGCCGACTTTTACT
GTCAGGTGTGGGATAGTAGTAGTGATCCTGTGGTATTCGGCGGAGGGACCAA
GCTGACCGTCCTA3’ (SEQ ID NO:480)

Amino acid sequence of light chain variable region:
'SY_\_/_-LIQPPSVSYﬁPGQTARITCG_GNNI_GSKSVHWYQQK_PGQAPVLWYDDSDRP

SGIPERFSGSNSGNTATLTISRVEAGDEADFYCQVWDSSSDPYVVFGGGTKLTVL
(SEQ ID NO:481)

FIG. 3AAA
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8A1.2
Nucleotide sequence of heavy chain variable region:

5'GAGGTGCAGCTGGTGGAGTCTGGGGGAGCCTTGGTCCAGCCTGGGEGGTCC
CTGAGACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGTAACTATTGGATGAC
c-TGGG'rCCGCCAGGCTCCAGGGA_AGGGGCEGG'AGTGGGTGGC{:'AGcATAAA
GCAAGATGGAAGTGAGAGATACTATGTGGACTCTGTGAAGGGCCGATTCACE
ATCTCCCGAGACACCGCCAAGMCTCTCTGTATCTCCAAATGAA‘CAGCCTG_C
GAGCCGAGGACACGGCTGTGTATTACTGTGCGAGACCTCTIGTACTAATGGT
GTATGC-TCTACACTACTAC’I‘-ACTACGGTATGGACGTGTGGGGCCACGGGACC
ACGGTCACCGTCTCCTCA3’ (SEQ 1D NO:482)

Amino acid sequence of heavy chain variable region:

EVQLVESGGGLVQPGGSLRLSCAASGETFSNYWMTWVRQAPGKGLEWVASIKQ
DGSERYYVDSVKGRFTISRDTAKNSLYLQMNSLRAEDTAVYYCARPLVLMVYA
LHYYYYGMDVWGHGTTVTVSS (SEQ ID NO:483)

Nucleotide sequence of light chain variable region:

5_"_GATA_T’{GTGATG_ACTCAGTCTCCACTCTCC_CTGCCCGTCACCCCTGG&GAGC}
CGGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATAC
AACTATTTGGATTGGTACCTGCA: IAAGCCAGGGCAGTCTCCACAGCTCCTGA,

TCTA‘RTTTGGGTTCTAATCG_GGC_CT’CCGGGGTCCCTQACAGGTTCAGTGGCAGT_
GGATCAGGCACAGATTTTACAC-IGAAAATCAGCAGAGTGG-AGGcff‘GAGGATG
'_I‘_TGGGGWATTACTGCATGCAAGCT@TACAAACTCCGCTCA‘CTTFCGGCG_GA
GGGACCAAGGTGGAGATCAAAS’ (SEQ 1D NO:484)

Amino.acid sequence of light chain variable region:

DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLG

SNRASGVPDRESGSGSGTDFTLKISRVEAEDVGVYYCMQALQTPLTFGGGTKVET
K (SEQ ID N0:485)
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Light Chain

ESALTOPARY S65PGOSITI
NTASLTISGL QBEDEADYYC

PTECS

Heavy Chain

'EVQLVQSGAE
TTDESTSTAY
GCLVKDYERE

VKKPGASYKY
MELRSLRSDD
PUTVSWNSGA

Light Chain

ESVLTQPPSV SGAPGORVTI
TSASLAITGL QAEDEADYYC
ISDEYPGAVT VAWKADSSEY
VAPTECS

Heavy Chain

EVQLVESGGG LVKPGGSLRL
‘SRDNAKNSLY LOMNSLRAED

DEVDHEHERE

SCTGTSSDVG

DYYC  NSYTSTSMVE G
DFYPGAVIVA WKADSSPVKA GVETTTPSKQ SNNKYAASSY
{SEQ ID N:297)

SCKASGYTLT
TAVYYCARGY
LTSGVHTFRA

136/152

GYNSVSWYQQ
GGGTKLTVIG

SYGISWVRQA
GMDVWGOGTT

VELOSSGLYSL

(SEQ ID ‘ND:298)

SCTGSSSNIG
OSYDSSLSGS
KAGVETTTPS

(3EQ ID NO:299)

SCAABGETFS
TAVYFCARDY

AGYDVHWYQQ
VEGGGTKLTV
KOSNNKYARLS

SYSMNWVROA

DEWSAYYDAF

TSGGTARLGC LVKDYFPEPV TVSWNSGALT SGVHTEPAVL.

KPSNTKVDKK VERKECARD

31A4

Light Chain

BRAHEHH

HPGKAPKIMI

OPKARPEVTL
LSLTPEQWKS

PGQGLEWMGW
VPVSSASTRG
S3VVTVFSSS

LEGTAPKLLI

LGQPKAAPSY
SYLSLTPEQW

PGKGLEWVSS
DVRGOGTMVT
O35GLYSLSS

{SEQ ID NO:300)

YEVSNRPSGV
FPPSSEELQA
HRSYSCOVTH

VSFYNGNTNY.
PSVFPLAPSS
LGTQTYICNV

SGUSHNRPSGY
TLFPPSSEEL
KSHRSY SCOV

ISSSS5YISY
VSSASTKGPS
VVTVESSSLG

SNREFSGSKSG
NKATIVCLIS
EGSTVEKTVA

AQKLOGRGTM
KSTSGGTAAL
NHRPSNTKYD

PORFSGSKSG

QANKATLVCL

THEGSTVEKT

ADSVEKGRETT
VFPLAPSSKS
TQTYICNVNH

ALQSVLTQPP SASGTPGQRV TISCSGSSSN IGSNTVNWYQ QLPGTAPKLL. IYSNNQRPSG
VPDRFSGSKS GTSASLAISG LQSEDEADYY CAVWDDSLNG WVFGGGTKLT VLGOPKARPS
VTLFPPSSER LQANKATLVC LISDFYPGAV TVAWKADSSP VKAGVETTTE SKOSNNKYZAA
SSYLSLTEEQ WKSHRSYSCQ VPHEGSTVEK TVAPTECS. {SEQ 1D NO:301)

Heavy Chain

QUOLQOWGAG LLKPSETLSL TCAVYGGSES AYYWNWIRQ? POKGLEWIGE INHSGHIDYN PSLKSRVTIS

VDTSKKQFSL KLNSVTAADT AVYYCARGQL VPEDYWGQGT LVIVSSASTK GPSVFPLAPS SKSTSGGTAA

L LTSGVHTFE AVLOSSGLYS HSSVVTVPSS SLGTQTYICN VNHKPSNTKV
{SEQ ID NO:302)

FIG. 22
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________
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N domain ——n——-———a~~-—~*u-“~550

Vs N e 650
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QRHLAQASQELQGSSDYKDDDKHHHHHHHH
SEHLAQASQELQGSSDYKDDDKHHHHHHHH

(SEQ ID NO:303)
{8EQ ID NO:304}
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