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Figure 1
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Figure 2
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Figure 3

1F11-VH

caggtgcagctggtggagtctgggggaggcgtggtccagectgggaggtcecgtgagactectectgtgtggectetgg
attcaccttcagttectatgetatgcactgggtccgeccaggcteecgggecaaggggetggaatgggtgtcacttatat
cctttgatggagacaataaatactatgcagactccgtgaggggeccgattcacaatctccagagacagttcecccagaag
acgctctttctgcaaatgaacagectgagagttgaggacacggetatatattactgtgegagagaggagttagtcgg
attgatgectccctactacaattatggtttggacgtetggggeccaagggaccacggtcacegtctectca

QVQLVESGGGVVQPGRSVRLSCVASGFTFSSYAMHWVROAPGKGLEWVSLISFDGDNKYYADSVRGRFTISRDSSQK
TLFLOMNSLRVEDTAIYYCAREELVGIMPPYYNYGLDVWGQGTTVTVSS

1F11-VL

cagtctgtgttgacgcagccgecectcagtgtectgeggececccaggacagaaggtcaccatctectgectectggaageag
cteccaacattggaaataattttgtatcctggtaccagcaactecccecggaacagecccccaaactcecctcatttatgaca
atgataggcgaccctcagggattcctgaccgattctetggetccaagtectgacacgtcageccaccctggtcatcace
ggactccagactggggacgaggccgattactactgcgaaacatgggatggecagectgaatectgetgtggtattcgg
cggagggaccaggctgaccgtccta

QSVLTQPPSVSAAPGOKVTISCSGSSSNIGNNEVSWYQQLPGTAPKLLIYDNDRRPSGIPDRFSGSKSDTSATLVIT
GLQTGDEADYYCETWDGSLNPAVVFGGGTRLTVL

2F4-VH

caggtgcagctggtggagtctgggggaggecgtggtccagectgggaggtecctgagactctectgtgecagegtctgg
attocagtttcaatacatatgggatgcactgggtccgccaggctccaggcaaggggctggagtgggtggcagttatat
gggatgatggaagtaaaatgtaccatgcggactccgtgaagggccgattcaccatctccagagacaattccaaaaac
acactgtatctccaaatgaacagtctgagagccgaggatacggctgtgtattactgtgecgagagacgagggtgecaat
aatgctgcacgccatgactgactacggtttggacgtetggggccaagggaccacagtcaccgtct

QVQLVESGGGVVQPGRSLRLSCAASGFSFNTYGMHWVRQAPGKGLEWVAVIWDDGSKMYHADSVKGRFTISRDNSKN
TLYLOMNSLRAEDTAVYYCARDEGAIMLHAMTDYGLDVWGQGTTVTV

2F4-VL

tcctatgagctgactcagccaccctcagtgtcecgtgteccccaggacagacageccaccatcacctgetctggagataa
tttgggggatgagtttgcttgetggtatcagcagaagccaggeccagtctecctgtgetggtcatctatcaggatteeca
agcggccctcagggatceccctgagegattctectggeteccagetectgggaacacagecactctgaccatecgegggace
caggctatggatgaggctgactactactgtcaggegtgggacagecagecactgeccattatgtettcggaactgggac

caaggtcaccgtccta

SYELTQPPSVSVSPGQTATITCSGDNLGDEFACWYQQKPGQSPVLVIYODSKRPSGIPERFSGSSSGNTATLTIRGT
OAMDEADYYCQAWDSSTAHYVEFGTGTKVTVL
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Figure 4
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Figure 5

5A2 - VH

caggtgcagctggtgcagtctggggctgaggtgaggaagcctgggtcctcggtgaaggtcectectgea
aggcttctggaggcaccttcagcagectatgttatccactgggtgcgacaggccecectggacaagggcet
tgagtggatgggggggatcatccctatctttaatacagecaaactacgcacagaaggteccagggcaga
gtcacgattaccgcggacgaatccacgagcacagcctacatggagctgagcagcctgagatctgaag
acactgccatatattactgtgecgagggattttctatcaggtectatggaaatgeecggeggetacta
cggtttggacgtetggggccaagggaccacggtcaccgtctectcea

QVOLVQSGAEVRKPGSSVKVSCKASGGTFSSYVIHWVRQAPGQGLEWMGGIIPIFNTANYAQKVQGR
VTITADESTSTAYMELSSLRSEDTAIYYCARDFLSGPMEMPGGYYGLDVWGQGTTVTVSS

5A2 - VK

gacatcgtgatgacccagtctccagactccctggetgtgtctctgggcgagagggccaccatcaact
gcaagtccagccagagtgttttatacagttccaacaataagaactacttagcttggtaccagcagaa
accaggacagcctcctaagctgctcatttactgggeatetacccgggaateccggggtccctgaccga
ttcagtggcagcgggtctgggacagatttcactctcaccatcagcagectgcaggectgaagatgtygg
cagtttattactgtcagcaatattatagtactecctatcaccttcggccaagggacacgactggagat

taaa

DIVMTQSPDSLAVSLGERATINCKSSQSVLYSSNNKNYLAWYQQKPGQPPKLLIYWASTRESGVPDR
FSGSGSGTDFTLTISSLQAEDVAVYYCQQYYSTPITFGQGTRLEIK





