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Figure 1 - continued
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Figure 1 - continued
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Figure 1 - continued
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Figure 1 - continued
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Figure 3
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Figure 4
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Figure 6

A

&  PMwith Fab glycosylation
100000~ + PMN54Q wio Fab glycosylation

80000-

Chemiluminescence Signal

L] ¥
0.01 0.1 1 10 100 1000
Antibody (ug/mL)

& PMwith Fab glycosylation
1500004 & PM N54Q wio Fab glycosylation

100000~

Chemiluminescence-Signal

)
0.1 1 10 100 1000
antibody {ug/mlL)



WO 2019/219889

Figure 7

A

100+

% positive cells

0.00001 0.0001

100+

804

% positive cells

0.00001 0.0001

9/11

0.001 0.01 0.1 1

concentration [pg/mi]

HSC-4

0.001  0.01 0.1 1

concentration [pg/ml]

100

¢4

el
aepen
-
-O-

PCT/EP2019/062756

PM (N54Q)

PM (N54D)

PM with Fab glycosylation
hlgG1

PM (N54D)
PM (N54Q)
PM with Fab glycosylation
human IgG1



WO 2019/219889 PCT/EP2019/062756

10/11

Figure 8

The amino acid sequence of the heavy chain of the humanized antibody N54Q (SEQ ID No:
22)

EVQLVESGGGLVQPGGSMRLSCVASGEFPEF SNYWMNWVRQAPGKGLEWVGEIRLKSNQYTTHY
AESVKGRFTISRDDSKNSLYLOMNSLKTEDTAVYYCTRHYYEFDYWGQGTLVTVSSASTKGPS
VEFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVELFPPKPK
DTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
ODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGE
YPSDIAVEWESNGQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQOGNVE SCSVMHEGLHN
HYTQKSLSLSPGK

variable region: aa 1-117, constant region: aa 118-447

Figure 9

The amino acid sequence of the light chain of the humanized antibodies N54Q and
PankoMab (SEQ ID No: 16)

DIVMTQSPLSNPVTPGEPASISCRSSKSLLHSNGITYFEFWYLQKPGQSPQLLIYQMSNLASG
VPDREFSGSGSGTDFTLRISRVEAEDVGVYYCAQNLELPPTFGQGTKVEIKRTVAAPSVEIFP
PSDEQLKSGTASVVCLLNNEYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTL
SKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

variable region: aa 1-113, constant region: aa 114-219

Figure 10

The amino acid sequence of the heavy chain of the humanized antibody PankoMab (SEQ ID
No: 19)

EVQLVESGGGLVQPGGSMRLSCVASGEFPEF SNYWMNWVRQAPGKGLEWVGEIRLKSNNYTTHY
AESVKGRFTISRDDSKNSLYLOMNSLKTEDTAVYYCTRHYYEDYWGQGTLVTVSSASTKGPS
VEPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVV
TVPSSSLGTIQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVELFPPKPK
DTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGE
YPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVE SCSVMHEGLHN
HYTQKSLSLSPGK

variable region: aa 1-117, constant region: aa 118-447
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Figure 11

The amino acid sequence of the heavy chain of chimeric antibody PM N54Q (SEQ ID No:
23)

MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSMRLSCVASGEFPEF SNYWMNWVRQAPGK
GLEWVGEIRLKSNQYTTHYAESVKGREFTISRDDSKNSLYLQMNSLKTEDTAVYYCTRHYYFED
YWGQGTLVTVSSAKTTPPSVYPLAPGSAAQTNSMVTLGCLVKGYFPEPVTIVTWNSGSLSSGV
HTFPAVLQSDLYTLSSSVIVPSSTWPSQTVTICNVAHPASSTKVDKKIVPRDCGCKPCICTVP
EVSSVFIFPPKPKDVLTITLTPKVTCVVVDISKDDPEVQF SWEVDDVEVHTAQTKPREEQIN
STFRSVSELPIMHODWLNGKEFKCRVNSAAFPAPIEKTISKTKGRPKAPQVYTIPPPKEQMA
KDKVSLTCMITNEFFPEDITVEWQWNGQPAENYKNTQPIMDTDGSYEFVYSKLNVQKSNWEAGN
TFTCSVLHEGLHNHHTEKSLSHSPGK

secretory signal sequence: aa 1-19, variable region: aa 20-136, constant region: aa 137-460

Figure 12

The amino acid sequence of the light chain of chimeric antibody PM N54Q (SEQ ID No: 21)

MVLOQTQVEFISLLLWISGAYGDIVMTQSPLSNPVTPGEPASTISCRSSKSLLHSNGITYFFWYL
QKPGQSPOQLLIYQOMSNLASGVPDRESGSGSGTDFTLRISRVEAEDVGVYYCAQNLELPPTEG
QGTKVEIKRADAAPTVSIFPPSSEQLTSGGASVVCELNNEYPKDINVKWKIDGSERQNGVLN
SWIDOQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTSTSPIVKSENRNEC

secretory signal sequence: aa 1-20, variable region: aa 21-133, constant region: aa 134-239



