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Fig. 2
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Fig. 3
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Fig. 5:

SEQ ID NO:1:VH-CDR1
DFYIN

SEQ ID NO:2: VH-CDR2
EIXPXXGXAXYNXKFKA

wherein

X at position 3 is any of Y or V,

X at position 5isany of Y, T, S or G;
X at position 6 is any of S or Q;

X at position 8 is any of H or E;

X at position 10 is any of Y or K;

X at position 13 is any of E or D.

SEQ ID NO:3: VH-CDR3
WDFLDY

SEQ ID NO:4: VL-CDR1
RSSQSLLHSNGNTYLH

SEQ ID NO:5: VL-CDR2
TVSNRFS

SEQ ID NO:6: VL-CDR3
SQXTHVPYT

wherein X at position 3 is any of S or G

SEQ ID NO:7: VH of 19G13.7/ Fab13.7
HVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIVPSQG
EAKYNDKFKARVTITADKSTSTAYMELSSLRSEDTAVYYCARWDFLDYWGQGTTVTV

SS

SEQ ID NO:8: VL of 1gG13.7/ Fab13.7
DVOQMTQSPSSLSASVGDRVTITCRSSQSLLHSNGNTYLHWYQQKPGKAPKLLIYTVS
NRFSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCSQSTHVPYTFGGGTKVEIKRTV

AA

SEQ ID NO:9: VH of ATROSAB/ 1Z106.1
QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIYPYSG
HAYYNEKFKARVTITADKSTSTAYMELSSLRSEDTAVYYCARWDFLDYWGQGTTVTV

SS
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Fig. 5 (continued):

SEQ ID NO:10: VL of ATROSAB/ 12106.1
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGNTYLHWYLQKPGQSPQLLIYTVSN
RFSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCSQSTHVPYTFGGGTKVEIKR

SEQ ID NO:11: (Fab13.7 Heavy chain [bold = VH])
HVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIVPSQG
EAKYNDKFKARVTITADKSTSTAYMELSSLRSEDTAVYYCARWDFLDYWGQGTTVT
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFP
AVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC

SEQ ID NO:12: (Fab13.7 Light chain [bold = VL])
DVOMTQSPSSLSASVGDRVTITCRSSQSLLHSNGNTYLHWYQQKPGKAPKLLIYTV
SNRFSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCSQSTHVPYTFGGGTKVEIKR
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTE
QDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID NO:13: VL1C (VL13.7-CH2-CH31; VL and CH1 containing chain):
DVOQMTQSPSSLSASVGDRVTITCRSSQSLLHSNGNTYLHWYQQKPGKAPKLLIYTV
SNRFSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCSQSTHVPYTFGGGTKVEIKG
TGGGSGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNA
KTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQP
REPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEWESGALTSGVHTFPAVLQS
SGLYSLSSVVTVPSSSLGTQTYSCSVMHEALHNHYTQKSVEPKSC

VL1C detailed:

SEQ ID NO:14: VL13.7
DVOQMTQSPSSLSASVGDRVTITCRSSQSLLHSNGNTYLHWYQQKPGKAPKLLIYTVS
NRFSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCSQSTHVPYTFGGGTKVEIK

SEQ ID NO:15: Linker
GTGGGSG

SEQ ID NO:16: CH2
PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAK

SEQ ID NO:17: CH31
GQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEWESGALTSGVHTFPAVL
QSSGLYSLSSVVTVPSSSLGTQTYSCSVMHEALHNHYTQKSVEPKSC

SEQ ID NO:18: VHKC (VH13.7-CH2-CH3kappa; VH and CLK containing chain):
HVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIVPSQG
EAKYNDKFKARVTITADKSTSTAYMELSSLRSEDTAVYYCARWDFLDYWGQGTTVT
VSSGTGGGSGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKA
KGQPREPSVFIFPPSDEQLKSGTASVVCLVNNFYPRDIAVEWEVDNALQSGNSQES
VTEQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHYTQKSFNRGEC
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Fig. 5 (continued):

VHKC detailed:

SEQ ID NO:19: VH13.7
HVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIVPSQG
EAKYNDKFKARVTITADKSTSTAYMELSSLRSEDTAVYYCARWDFLDYWGQGTTVTV
SS

SEQ ID NO:15: Linker
GTGGGSG

SEQ ID NO:16: CH2
PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAK

SEQ ID NO:20: CH3k
GQPREPSVFIFPPSDEQLKSGTASVVCLVNNFYPRDIAVEWEVDNALQSGNSQESVT
EQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHYTQKSFNRGEC

SEQ ID NO:21: VL1C (VL13.7-CH2-CH31; VL and CH1 containing chain):
gatgtgcagatgacccagagccccagcagcctgtctgccagegtgggcgacagagtgaccatcacctgtcggagceag
ccagagcctgctgcacagcaacggcaacacctacctgcattggtatcagcagaagcccggcaaggcccccaagctg
ctgatctacaccgtgtccaacagattcagcggcgtgccctctagattctccggcetctggcagcggeaccgacttcaccctg
accatctctagcctgcagcccgaggacttcgccacctactactgcagccagtccacccacgtgcecgtatacctttggcgg
aggcaccaaggtggaaatcaaaggtaccggcggaggatctggccctagegtgttcctgttccccccaaagcccaagg
acaccctgatgatctcccggacccccgaagtgacctgegtggtggtggatgtgtcccacgaggaccctgaagtgaagttt
aattggtacgtggacggcgtggaagtgcataacgccaagaccaagcccagagaggaacagtacaacagcacctac
cgggtggtgtccgtgctgaccgtgctgcaccaggactggctgaacggcaaagagtacaagtgcaaggtgtccaacaa
gggcctgcccagcagcatcgagaaaaccatcagcaaggccaagggcecagcectcgggaaccctecgtgtttcectetgg
cccctagcagcaagagcacctctggcggaacagcecgcecctgggcetgectcgtgaaggactacttccccagcegacattg
ccgtggaatgggagtctggcgcecctgaccagcggagtgcatacctticcagcagtgctccagagcagceggcectgtaca
gcctgagcagcegtcgtgacagtgcccagctctagectgggcacccagacctactcttgcagegtgatgcacgaggcecct
gcacaaccactacacccagaaaagcgtggaacccaagagctgc

SEQ ID NO:22: VHKC (VH13.7-CH2-CH3kappa; VH and CLk containing chain):
cacgtgcagctggtgcagtctggcgecgaagtgaagaaacccggcagcagcegtgaaggtgtectgcaaggecageg
gctacaccttcaccgacttctacatcaactgggtgcgccaggcetccaggacagggcectggaatggatcggegagategt
gcctagccagggcgaggecaagtacaacgacaagttcaaggccagagtgaccatcaccgccgacaagagceacca
gcaccgcctacatggaactgagcagcctgcggagcgaggacaccgcecgtgtactactgcgccagatgggacttcctg
gactactggggccagggcaccaccgtgacagtctcgagcggtaccggcggaggatctggecctagegtgttectgttec
ccccaaagcccaaggacaccctgatgatcagccggacceccgaagtgacctgegtggtggtggatgtgtcccacgag
gaccctgaagtgaagttcaattggtacgtggacggcgtggaagtgcacaacgccaagaccaagcccagagaggaac
agtacaacagcacctaccgggtggtgtccgtgctgaccgtgctgcaccaggactggctgaacggcaaagagtacaag
tgcaaggtgtccaacaagggcctgcccagcagcatcgagaaaaccatcagcaaggccaagggcecagectcgggaa
cccagcgtgttcatcttcccaccctccgacgageagctgaagtcetggcacagcecagegtegtgtgectcgtgaacaactt
ctaccccagagacattgccgtggaatgggaggtggacaacgccctccagagcggcaacagcecaggaaagegtgac
cgagcaggacagcaaggactccacctacagcctgagcagcaccctgaccctgagcaaggcecgactacgagaaac
ataaggtgtacagctgctccgtgatgcacgaggcecctgcacaaccactacacccagaagtccttcaaccggggegagt

gc
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Fig. 5 (continued):

SEQ ID NO:23
DFYIN

SEQ ID NO:24
EIYPYSGHAYYNEKFKA

SEQ ID NO:25
WDFLDY

SEQ ID NO:26
RSSQSLLHSNGNTYLH

SEQ ID NO:27
TVSNRFS

SEQ ID NO:28
SQSTHVPYT

SEQ ID NO:29:
QVOQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIYPYSG
HAYYNEKFKARVTITADKSTSTAYMELSSLRSEDTAVYYCARWDFLDYWGQGTTVTV
SS

SEQ ID NO:30:
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGNTYLHWYLQKPGQSPQLLIYTVSN
RFSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCSQSTHVPYTFGGGTKVEIKR

SEQ ID NO:31: human IgG1 Fc:
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDG
VEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
VLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID NO:32: huTNFR1 sequence:
MGLSTVPDLLLPLVLLELLVGIYPSGVIGLVPHLGDREKRDSVCPQGKYIHPQNNSICC
TKCHKGTYLYNDCPGPGQDTDCRECESGSFTASENHLRHCLSCSKCRKEMGQVEIS
SCTVDRDTVCGCRKNQYRHYWSENLFQCFNCSLCLNGTVHLSCQEKQNTVCTCHA
GFFLRENECVSCSNCKKSLECTKLCLPQIENVKGTEDSGTTVLLPLVIFFGLCLLSLLFI
GLMYRYQRWKSKLYSIVCGKSTPEKEGELEGTTTKPLAPNPSFSPTPGFTPTLGFSP
VPSSTFTSSSTYTPGDCPNFAAPRREVAPPYQGADPILATALASDPIPNPLQKWEDSA
HKPQSLDTDDPATLYAVVENVPPLRWKEFVRRLGLSDHEIDRLELQNGRCLREAQYS
MLATWRRRTPRREATLELLGRVLRDMDLLGCLEDIEEALCGPAALPPAPSLLR

SEQ ID NO:33: IgG1 hinge region:
DKTHTCPPCPAPELLGG
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Fig. 8:
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Fig. 10:
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