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Seq Group Saquence SEQID NO:
CDRL1-1 RASQQS I GEGR-~-8LH 198
CDORLT-2 RASQBSVGEGR-~-S8LH 197
CDRL1-3 RASQS I &8R- YLN 198
CDRL1-4 RASQSVYV S S8 EBY L A 199
CDORL1-5 RASQTV SRSY LA 200
CORLE-13 IR AS Q& G S S L H 208
CORLI-CI |[R A S QG SV SRS YL Al
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N
Beg Group Seguence SEQ D NO:
CDRLA-7 KSE8SONV LY BSNNKNFLT 202
CDRLA-8 KSSaQS8VLEYRSBSNNRNNFEFLA 203
CDRLA-2 KESQSVLY 8 SNNKHY LA 204
CORLI10 K8 S Q8 V LY SSNNKNFEFLT 205
CORLE-11 [ K S S QS VLY SSNNKNYLA 206
CORLA1Z K8 SO 8V LY SSENNRRNFLS 207
CORLI-CZ [K 8 S @R S VLY SSNNKNFLT 252
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Seq Group Seqguence SEQID NG
CDRLZ-1 Y AS QS L 8 208
CDRLZ-Z AASES L QS 216
CORLZ-CL |Y A S G S L S 253
A S L QG
Seq Group Sequence SEQ 1D NO:
CDRLZ-3 GASSRAT 211
CDRLZ-4 LG S NRAS 242
CORL2-C2 |G A S SRAT 254
LG N S
Seq Group Seguence SEQ D NG:
CDRL2-5 RASTRES 213
CDRL2-6 WA S TRES 214
CORL2ZC3([R A S TRE 8§ 255
W
Seq Group Seguence SEQ I NO:
CDRL3-1 HQ 8 S RLPFT 215
CDRL3-Z QO SYSPPFT 218
CORL3-4 QQFGSE8SS8SPWT 218
CDRL3-6 QLYY SAPFT 220
CDRL3-7 QaQVyYyyYy 1 gpP LT 221
CDRL3-8 QY Y s s8SpPFT 222
COR3-C1 oo s YsPPRET 258
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Saq Group Sequence SEQIDNG: | iSeq Group Segquence SEQ 1D NO:
CDRH1-1 RF AMH 223 CORH1-2 RGGY YWS 224
CDRH1-3 RY AMH 225 CDRH1-3 SGG8F Y WS 227
CDRH1-4 RY GV S 228 CDRH1-8 SGEGGEY Y WS 228
CDORH1-9 SY &1 8 231 CORH1-7 S NS AAWN 229
CORH110 {8 Y Y W & 232 CDRH1-8 S NS ATWN 230
CORHT-11 Y ¥ A | H 233
CORHI-CZIR G G Y YW S 258
CORHY-CH R Y A MM 257 SN S F A N
SF GV S AT
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Seqg Group Sequence SEQ D NO:
CDRH2-8 Y 1YY -8 -G NTYYNPZSLKS 241
CDRHZ-1 RIYT-8-GS8TNYNPZSLKS 234
CDRH2-2 RTYYRSBSKWSESNHYAVY 3V KS 235
CDRH2-3 RTYYRSRWYNDY AV SV KS 238
CORHECIIR T Y YREKWSESNHY AV SV KS 258
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Seq Group Seguence SEQID NG
CDRH2-4 V I SYDGGNKYY AESV KG 237
CDORHZ-5 V I SYDGSENKYYADSVKSEG 238
CORMZC2|V | S Y DG GHNKYY AE SV KG 280
S [N
Saqg Group Sequence SEQ D NO:
CORHZ-6 W I NAYNGHTNYAQTFGG 238
CORH2-7 W I TTYNGNTNYAGQKLQAG 240
CORMZ2-C3I|W I N AY NG HTHNYAQTFGQG 261
T 7 3 K L
Sag Group Saguence SEQ D NG:
CDRH3-3 GTWKQLWF L DH 236
CDRH34 GVFYS8KGATFD 245
CORH3-5 GYDILTGYPDY 246
CDRH3-6 GYDLDVLTGYPDY 247
CDORH3-9 GYDLLTGYPDY 250
CORH-CH|G Y BV LT G Y P DY 2862
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