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Figure 1:

A) schematic representation of construct vector MV1057
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Figure 2: amino acid sequence of wildtype IgG1 Fc, as present in construct vector MV1057 (EU

numbering scheme applied)
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Figure 3: nucleotide and amino acid sequences of VH regions used

ME1025_VH
gaggtgcagctggtggagtctgggggaggcttggtacagectggggggtccctgagactcectectgtgecag
cctctggattcacctttagcagctatgccatgagectgggtccgeccaggctceccagggaaggggctggagtyg
ggtctcagctattagtggtagtggtggtagcacatactacgcagactccgtgaagggeccggttcaccate
tccagagacaattccaagaacacgctgtatctgcaaatgaacagcecctgagagecgaggacacggecgtgt
attactgtgcaagggccgattggtgggcgacttttgactactggggccaaggtaccctggtcacce

ME1025_VH
EVOLVESGGGLVOPGGSLRLSCAASGETEFSSYAMSWVROAPGKGLEWVSAISGSGGSTYYADSVKGRETL
SRDNSKNTLYLOMNSLRAEDTAVYYCARADWWATEDYWGQGTLVT

ME1122_VH
gaggtgcagctggtggagtctgggggaggcgtggtccagectgggaggtceccctgagactectectgtgeag
cctctggattcaccttcagtagctatggcatgcactgggtccgeccaggctceccaggcaaggggctggagtyg
ggtggcagttatatcatatgatggaagtaataaatactatgcagactccgtgaagggccgattcaccate
tccagagacaattccaagaacacgctgtatctgcaaatgaacagecctgagagectgaggacacggecgtgt
attactgtgcaagagccctcttcacgaccatcecgeccatggactattggggccaaggtaccctggtcacce

ME1122_VH
EVOLVESGGGVVQOPCRSLRLSCAASGETEFSSYCMHWVROAPGKGLEWVAVISYDGSNKYYADSVKGRETL
SRDNSKNTLYLOMNSLRAEDTAVYYCARALETTIAMDYWGQGTLVT

ME1337 VH

gaggtgcagctggtggagactggggctgaggtgaagaagccgggggcectcagtgaaggtctcectgcaaggettcet
gactacatcttcaccaaatatgacatcaactgggtgcgccaggcecccectggacaagggcttgaatggatgggatgg
atgagcgctaacactggaaacacgggctatgcacagaagttccagggcagagtcaccatgaccagggacacgtcce
ataaacacagcctacatggagctgagcagcectgacatctggtgacacggecgtttatttctgtgecgaggagtagt
cttttcaagacagagacggcgccctactatcacttcecgetctggacgtcectggggccaagggaccacggtcacc

ME1337

VHEVQLVETGAEVKKPGASVKVSCKASDY IFTKYDINWVRQAPGOGLEWMGWMSANTCGNTGYAQKEFQGRVTMTRD

TSINTAYMELSSLTSGDTAVYFCARSSLEKTETAPYYHFALDVWGQGTTVT
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Figure 5
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Figure 7:
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Figure 8:

Za dil. PR (RRSpO5 caive

Lk, L \ h
A) Native MS spectrum of transfection sample ZO (T366K/L351’D)

B) Convoluted MS spectrum of transfection sample ZO (T366K/L351’D). The second/main peak
represents the bispecific molecule.
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Figure 9:
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Figure 10

A K409D:K392D/D399°K:E356’K
B D399K:E356K/D399’K:E356'K

C K409D:K392D/K409’'D:K392'D
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Figure 11:
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Figure 13:
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Figure 14:
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Figure 15:
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Figure 16:
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Figure 17:
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Figure 18:
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Figure 19A:
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Figure 19B:
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Figure 21:
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Figure 22:
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Figure 24:
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Figure 26:
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Figure 27A:
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Figure 27B:
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Figure 29:
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