Figure 5

Positive Charged scFv Linkers

Name
Gly-Ser 15
Whitlow linker
6paxA_1 (+A)
+B

+C

+D

+E

+F

+G

+H

+

Sequence
GGGGSGGGGSGGGGS
GSTSGSGKPGSGEGSTKG
IRPRAIGGSKPRVA
GKGGSGKGGSGKGGS
GGKGSGGKGSGGKGS
GGGKSGGGKSGGGKS
GKGKSGKGKSGKGKS
GGGKSGGKGSGKGGS
GKPGSGKPGSGKPGS
GKPGSGKPGSGKPGSGKPGS
GKGKSGKGKSGKGKSGKGKS

Negative Charged scFv Linkers

Name
Gly-Ser 20
3hsc_2 (-A)

Sequence

GGGGSGGGGSGGGGSGGGGS

STAGDTHLGGEDFD
GEGGSGEGGSGEGGS
GGEGSGGEGSGGEGS
GGGESGGGESGGGES
GEGESGEGESGEGES
GGGESGGEGSGEGGS
GEGESGEGESGEGESGEGES

Additional scFv Linkers

GGGGSGGGGSGGGGS
GGGGSGGGGSGGGGSGGGGS
GSTSGSGKPGSGEGSTKG
PRGASKSGSASQTGSAPGS
GTAAAGAGAAGGAAAGAAG
GTSGSSGSGSGGSGSGGGG
GKPGSGKPGSGKPGSGKPGS

9/116

Length

15
18
14
15
15
15
15
15
15

20

Length

SEQ ID NO: 7
SEQ ID NO: 17
SEQ ID NO: 8

SEQ ID NO: 25
SEQ ID NO: 26
SEQ ID NO: 27
SEQID NO: 1

Charge

+1
+4
+3
+3
+3
+6
+3
+3
+4
+8

SEQID NO:
7
8
9
10
11
12
13
14
15
1
16

SEQID NO:
17
18
19
20
21
22
23
24



Figure 6

Useful domain linkers
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Name Sequence SEQID NO:
(GGGGS); or GGGGS GGGGS 2
(GGGGS), GGGGSGGGGS 28
(GGGGS); GGGGSGGGGSGGGGS 7
(GGGGS)a GGGGSGGGGSGGGGSGGGGS 17
(GGGGS)s GGGGSGGGGSGGGGSGGGGSGGGGS 29
(GGGGS)e GGGGSGGGGSGGGGSGGGGSGGGGSGGGGS 30
(GGGGS)y GGGGSGGGGSGGGGSGGGGSGGGGSGGGGSGGGGS 31
(GGGGA)1 or GGGGA GGGGA 32
(GGGGA), GGGGAGGGGA 33
(GGGGA);3 GGGGAGGGGAGGGGA 34
(GGGGA)4 GGGGAGGGGAGGGGAGGGGA 35
(GGGGA)s GGGGAGGGGAGGGGAGGGGAGGGGA 36
(GGGGA)s GGGGAGGGGAGGGGAGGGGAGGGGAGGGGA 37
(GGGGA), GGGGAGGGGAGGGGAGGGGAGGGGAGGGGAGGGGA | 38
30AA-linker DPALVHQRPAPPGGGGSGGGGSGGGGSGGG 39
(GKPGS)1 or GKPGS GKPGS 40
(GKPGS)s GKPGSGKPGSGKPGSGKPGSGKPGS 41
(GKPGS)s GKPGSGKPGSGKPGSGKPGSGKPGSGKPGS 42
(GGGES)1 or GGGES GGGES 43
“half hinge” KTHTCPPCP 44
“full hinge C220S variant” | EPKSSDKTHTCPPCP 45
“flex half hinge” GGGGSGGGGSKTHTCPPCP 6
“charged half hingel” GKPGSGKPGSKTHTCPPCP 46
“charged half hinge2” GKPGSKTHTCPPCP 47
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Figure 7A

1 + 1 Fab-scFv-Fc Backbone 1

>Fab-Fc Side (SEQ ID NO: 48)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTIVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 49)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 2

>Fab-Fc Side (SEQ ID NO: 50)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 51)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGOQPREPQVYTLPPSREEMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVEFSCSVMHEALHNHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 3

>Fab-Fc Side (SEQ ID NO: 52)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCEVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 53)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
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Figure 7B

1 + 1 Fab-scFv-Fc Backbone 4

>Fab-Fc Side (SEQ ID NO: 54)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVELFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKENWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTENEVSLTCLVKGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFEFLYSKLEVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 55)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSKGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 5

>Fab-Fc Side (SEQ ID NO: 56)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSRDELTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 57)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGOQPREPQVYTLPPSRDQLTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVEFSCSVMHEALHNHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 6

>Fab-Fc Side (SEQ ID NO: 58)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTIVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYASTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 59)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYASTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHYTQKSLSLSPGK
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Figure 7C

1 + 1 Fab-scFv-Fc Backbone 7

>Fab-Fc Side (SEQ ID NO: 60)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYSSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 61)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYSSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 8

>Fab-Fc Side (SEQ ID NO: 62)
ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTIVPSSSLG
TKTYTCNVDHKPSDTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQ
FNWYVDGVEVHNAKTKPREEEFNSTYRVVSVLTVLHODWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTL
PPSQEEMTKNQVSLTCDVSGEFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWEEGDVEFSCSVM
HEALHNHYTQKSLSLSLGK

>scFv-Fc Side (SEQ ID NO: 63)
ESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNAKTKPREEQ
FNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTLPPSQEQMTKNQVKLTCLVKGFEF
YPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHNHYTQKSLSLSLGK

1 + 1 Fab-scFv-Fc Backbone 9

>Fab-Fc Side (SEQ ID NO: 64)
ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSNFEG
TQTYTCNVDHKPSDTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQF
NWYVDGVEVHNAKTKPREEEFNSTEFRVVSVLTVVHQOQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLP
PSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWEQGDVF SCSVMH
EALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 65)
ERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQF
NSTFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPTIEKTISKTKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGEY
PSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTQKSLSLSPGK
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Figure 7D

1 + 1 Fab-scFv-Fc Backbone 10

>Fab-Fc Side (SEQ ID NO: 66)
ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSNFEG
TQTYTCNVDHKPSDTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVQF
NWYVDGVEVHNAKTKPREEEFNSTEFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLP
PSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWEQGDVF SCSVMH
EALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 67)
ERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVQFNWYVDGVEVHNAKTKPREEQF
NSTFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPTIEKTISKTKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGEY
PSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 11

>Fab-Fc Side (SEQ ID NO: 68)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VLHEALHSHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 69)

EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVLHEALHSHYTQKSLSLSPGK

1 + 1 Fab-scFv-Fc Backbone 12

>Fab-Fc Side (SEQ ID NO: 70)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVAGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFESCS
VMHEALHNHYTQKSLSLSPGK

>scFv-Fc Side (SEQ ID NO: 71)

ERKSSDKTHTCPPRPAPPVAGP SVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFKWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAP IEKT I SKAKGQPREPQVYTLPP SREQMTKNQVKLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK
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Figure 8A

2 + 1 Fab2-scFv-Fc Backbone 1

>Fab-Fc Side (SEQ ID NO: 72)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTIVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 73)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK

2 + 1 Fab2-scFv-Fc Backbone 2

>Fab-Fc Side (SEQ ID NO: 74)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVEFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKENWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAP IEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 75)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREEMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

2 + 1 Fab2-scFv-Fc Backbone 3

>Fab-Fc Side (SEQ ID NO: 76)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCEVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 77)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK
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Figure 8B

2 + 1 Fab2-scFv-Fc Backbone 4

>Fab-Fc Side (SEQ ID NO: 78)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTENEVSLTCLVKGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLEVDKSRWEQGDVFESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 79)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSKGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

2 + 1 Fab2-scFv-Fc Backbone 5

>Fab-Fc Side (SEQ ID NO: 80)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSRDELTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 81)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDQLTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK

2 + 1 Fab2-scFv-Fc Backbone 6

>Fab-Fc Side (SEQ ID NO: 82)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYASTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 83)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYASTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK



17/116

Figure 8C

2 + 1 Fab2-scFv-Fc Backbone 7

>Fab-Fc Side (SEQ ID NO: 84)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEEYSSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 85)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYSSTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

2 + 1 Fab2-scFv-Fc Backbone 8

>Fab-Fc Side (SEQ ID NO: 86)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCS
VLHEALHSHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 87)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVLHEALHSHYTQKSLSLSPGK

2 + 1 Fab2-scFv-Fc Backbone 9

>Fab-Fc Side (SEQ ID NO: 88)
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLG
TQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSREEMTKNQVSLTCDVAGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFESCS
VMHEALHNHYTQKSLSLSPGK

>Fab-scFv-Fc Side (SEQ ID NO: 89)
APPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFKWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV
LHODWLNGKEYKCKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
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Figure 9

Constant Light Domain — Kappa (SEQ ID NO: 90)
RTVAAPSVEFIFPPSDEQLKSGTASVVCLLNNEYPREAKVOWKVDNALQSGNSQESVTEQODSKDSTY SLSSTLTLSKADYEKHKVYACEVTHOG
LSSPVTKSEFNRGEC

Constant Light Domain — Lambda (SEQ ID NO: 91)
GQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPE
QWKSHRSYSCQVTHEGSTVEKTVAPTECS
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Figure 10A
CD3 High — [anti-CD3] H1.30 L1.47 scFv
Sequence SEQ ID NO:
scFv EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
VSWEFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPG
GTIVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLL
GGKAALTISGAQPEDEADYYCALWYSNHWVEFGGGTKLTVL 92
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGQ 93
vhCDR1 TYAMN 94
vhCDR2 RIRSKYNNYATYYADSVKG 95
vhCDR3 HGNFGDSYVSWFAY 96
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 97
vICDR1 GSSTGAVTTSNYAN 98
vICDR2 GTNKRAP 99
vICDR3 ALWYSNHWV 100
Linker GKPGSGKPGSGKPGSGKPGS 101
CD3 High-Int #1 — [anti-CD3] H1.32 L1.47 scFv
Sequence SEQ ID NO:
scFv EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
ANNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNEFGDSY
VSWEFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPG
GIVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLL
GGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL 102
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) ANNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNEFGDSY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGQ 103
vhCDR1 TYAMN 104
vhCDR2 RIRSKANNYATYYADSVKG 105
vhCDR3 HGNFGDSYVSWFAY 106
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 107
vICDR1 GSSTGAVTITSNYAN 108
vICDR2 GTNKRAP 109
vICDR3 ALWYSNHWV 110
Linker GKPGSGKPGSGKPGSGKPGS 111




Figure 10B
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CD3 High-Int #2 — [anti-CD3] H1.89 L1.47 scFv

Sequence SEQID NO:
scFv EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDEY
VSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPG
GTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLL
GGKAALTISGAQPEDEADYYCALWYSNHWVEFGGGTKLTVL 112
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDEY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGO 113
vhCDR1 TYAMN 114
vhCDR2 RIRSKYNNYATYYADSVKG 115
vhCDR3 HGNFGDEYVSWFAY 116
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 117
vICDR1 GSSTGAVTTSNYAN 118
vICDR2 GTNKRAP 119
vICDR3 ALWYSNHWV 120
Linker GKPGSGKPGSGKPGSGKPGS 121
CD3 High-Int — [anti-CD3] H1.90 L1.47 scFv
Sequence SEQID NO:
scFv EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDPY
VSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPG
GTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLL
GGKAALTISGAQPEDEADYYCALWYSNHWVEGGGTKLTVL 122
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDPY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGO 123
vhCDR1 TYAMN 124
vhCDR2 RIRSKYNNYATYYADSVKG 125
vhCDR3 HGNFGDPYVSWFAY 126
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (vI) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 127
vICDR1 GSSTGAVTTSNYAN 128
vICDR2 GTNKRAP 129
vICDR3 ALWYSNHWV 130
Linker GKPGSGKPGSGKPGSGKPGS 131
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Figure 10C
Anti-CD3-Intermediate — [anti-CD3] H1.33 L1.47 scFv
Sequence SEQ ID NO:
scFv EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
VSWEDYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPG
GTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLL
GGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL 132
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNEFGDSY
. VSWEDYWGQGTLVTVSS
Domain VSWEDYWGO 133
vhCDR1 TYAMN 134
vhCDR2 RIRSKYNNYATYYADSVKG 135
vhCDR3 HGNFGDSYVSWEDY 136
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (vI) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 137
vICDR1 GSSTGAVTITSNYAN 138
vICDR2 GTNKRAP 139
vICDR3 ALWYSNHWV 140
Linker GKPGSGKPGSGKPGSGKPGS 141
CD3 High-Int — [anti-CD3] H1.31 L1.47 scFv
Sequence SEQID NO:
scFv EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMSWVRQAPGKGLEWVGRIRSK
YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNEFGDSY
VSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPG
GTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLL
GGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL 142
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMSWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGO 143
vhCDR1 TYAMS 144
vhCDR2 RIRSKYNNYATYYADSVKG 145
vhCDR3 HGNFGDSYVSWFAY 146
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 147
vICDR1 GSSTGAVTITSNYAN 148
vICDR2 GTNKRAP 149
vICDR3 ALWYSNHWV 150
Linker GKPGSGKPGSGKPGSGKPGS 151
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Figure 10D
CD3 High[VL-VH] - [anti-CD3] L1.47 H1.30 scFv
Sequence SEQID NO:
scFv QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
L/GKPGSGKPGSGKPGSGKPGS /EVQLVESGGGLVQPGGSLRLSCAASGFTFST
YAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQM
NSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS 152
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 153
vICDR1 GSSTGAVTTSNYAN 154
vICDR2 GTNKRAP 155
vICDR3 ALWYSNHWV 156
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGO 157
vhCDR1 TYAMN 158
vhCDR2 RIRSKYNNYATYYADSVKG 159
vhCDR3 HGNFGDSYVSWFAY 160
Linker GKPGSGKPGSGKPGSGKPGS 161
CD3 High-Int #1[VL-VH] — [anti-CD3] L1.47 H1.32 scFv
Sequence SEQID NO:
scFv QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
L/GKPGSGKPGSGKPGSGKPGS /EVQLVESGGGLVQPGGSLRLSCAASGFTFST
YAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDSKNTLYLQM
NSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS 162
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 163
vICDR1 GSSTGAVTTSNYAN 164
vICDR2 GTNKRAP 165
vICDR3 ALWYSNHWV 166
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) ANNYATYYADSVKGRFTISRDDSKNTLYLQOMNSLRAEDTAVYYCVRHGNFGDSY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGO 167
vhCDR1 TYAMN 168
vhCDR2 RIRSKANNYATYYADSVKG 169
vhCDR3 HGNFGDSYVSWFAY 170
Linker GKPGSGKPGSGKPGSGKPGS 171




Figure 10E
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CD3 High-Int #2[VL-VH] — [anti-CD3] L1.47 H1.89 scFv

Sequence SEQID NO:
scFv QAVVTQEPSLTVSPGGTVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTN
KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
L/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFST
YAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLOM
NSLRAEDTAVYYCVRHGNFGDEYVSWFAYWGQGTLVTVSS 172
Variable QAVVTQEPSLTVSPGGTVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 173
vICDR1 GSSTGAVTTSNYAN 174
vICDR2 GTNKRAP 175
vICDR3 ALWYSNHWV 176
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLQOMNSLRAEDTAVYYCVRHGNFGDEY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGQ 177
vhCDR1 TYAMN 178
vhCDR2 RIRSKYNNYATYYADSVKG 179
vhCDR3 HGNFGDEYVSWFAY 180
Linker GKPGSGKPGSGKPGSGKPGS 181
CD3 High-Int[VL-VH] - [anti-CD3] L1.47_ H1.90 scFv
Sequence SEQ ID NO:
scFv QAVVTQEPSLTVSPGGTVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTN
KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
L/GKPGSGKPGSGKPGSGKPGS /EVQLVESGGGLVQPGGSLRLSCAASGFTFST
YAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQOM
NSLRAEDTAVYYCVRHGNFGDPYVSWFAYWGQGTLVTVSS 182
Variable QAVVTQEPSLTVSPGGTVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 183
vICDR1 GSSTGAVTTSNYAN 184
vICDR2 GTNKRAP 185
vICDR3 ALWYSNHWV 186
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAVYYCVRHGNEFGDPY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGQ 187
vhCDR1 TYAMN 188
vhCDR2 RIRSKYNNYATYYADSVKG 189
vhCDR3 HGNFGDPYVSWFAY 190
Linker GKPGSGKPGSGKPGSGKPGS 191
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Figure 10F
Anti-CD3-Intermediate[VL-VH] — [anti-CD3] L1.47 H1.33 scFv
Sequence SEQID NO:
scFv QAVVTQEPSLTVSPGGTVILTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTN
KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
L/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFST
YAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQOM
NSLRAEDTAVYYCVRHGNFGDSYVSWFDYWGQGTLVTVSS 192
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (vI) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 193
vICDR1 GSSTGAVTTSNYAN 194
vICDR2 GTNKRAP 195
vICDR3 ALWYSNHWV 196
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
. VSWEFDYWGQGTLVTVSS
Domain VSWEDYWGO 197
vhCDR1 TYAMN 198
vhCDR2 RIRSKYNNYATYYADSVKG 199
vhCDR3 HGNFGDSYVSWEDY 200
Linker GKPGSGKPGSGKPGSGKPGS 201
CD3 High-Int[VL-VH] - [anti-CD3] L1.47_ H1.31 scFv
Sequence SEQ ID NO:
scFv QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
L/GKPGSGKPGSGKPGSGKPGS /EVQLVESGGGLVQPGGSLRLSCAASGFTFST
YAMSWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLOM
NSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS 202
Variable QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTN
Light (v]) KRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTV
. L
Domain 203
vICDR1 GSSTGAVTTSNYAN 204
vICDR2 GTNKRAP 205
vICDR3 ALWYSNHWV 206
Variable EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMSWVRQAPGKGLEWVGRIRSK
Heavy (vh) YNNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSY
. VSWFAYWGQGTLVTVSS
Domain VSWEAYWGQ 207
vhCDR1 TYAMS 208
vhCDR2 RIRSKYNNYATYYADSVKG 209
vhCDR3 HGNFGDSYVSWFAY 210
Linker GKPGSGKPGSGKPGSGKPGS 211
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Figure 11A

Human ENPP3 sequence

>sp|014638 (SEQ ID NO: 212)
MESTLTLATEQPVKKNTLKKYKIACIVLLALLVIMSLGLGLGLGLRKLEKQGSCRKKCFDASFRGLENCRCDVACKD
RGDCCWDFEDTCVESTRIWMCNKFRCGETRLEASLCSCSDDCLQRKDCCADYKSVCQGETSWLEENCDTAQQSQCPE
GFDLPPVILFSMDGFRAEYLYTWDTLMPNINKLKTCGIHSKYMRAMYPTKTFPNHYTIVTGLYPESHGIIDNNMYDV
NLNKNFSLSSKEQNNPAWWHGQPMWLTAMYQGLKAATYFWPGSEVAINGSFPSIYMPYNGSVPFEERI STLLKWLDL
PKAERPRFYTMYFEEPDSSGHAGGPVSARVIKALQVVDHAFGMLMEGLKQRNLENCVNI ILLADHGMDQTYCNKMEY
MTDYFPRINFFYMYEGPAPRIRAHNIPHDFFSFNSEEIVRNLSCRKPDQHFKPYLTPDLPKRLHYAKNVRIDKVHLF
VDQOWLAVRSKSNTNCGGGNHGYNNEFRSMEAIFLAHGP SFKEKTEVEPFENIEVYNLMCDLLRIQPAPNNGTHGSL
NHLLKVPFYEPSHAEEVSKFSVCGFANPLPTESLDCFCPHLONSTQLEQVNQMLNLTQEEITATVKVNLPFGRPRVL
QKNVDHCLLYHREYVSGFGKAMRMPMWSSYTVPQLGDTSPLPPTVPDCLRADVRVPPSESQKCSFYLADKNITHGFL
YPPASNRTSDSQYDALITSNLVPMYEEFRKMWDYFHSVLLIKHATERNGVNVVSGP IFDYNYDGHFDAPDEI TKHLA
NTDVPIPTHYFVVLTSCKNKSHTPENCPGWLDVLPFIIPHRPTNVESCPEGKPEALWVEERFTAHIARVRDVELLTG
LDFYQDKVQPVSEILQLKTYLPTFETTI

Human ENPP3 sequence, extracellular domain

>sp|014638|31-875 (SEQ ID NO: 213)
LLVIMSLGLGLGLGLRKLEKQGSCRKKCFDASFRGLENCRCDVACKDRGDCCWDFEDTCVESTRIWMCNKFRCGETR
LEASLCSCSDDCLQRKDCCADYKSVCQGETSWLEENCDTAQQSQCPEGFDLPPVILFSMDGFRAEYLYTWDTLMPNI
NKLKTCGIHSKYMRAMYPTKTFPNHYTIVTGLYPESHGIIDNNMYDVNLNKNEFSLSSKEQNNPAWWHGQPMWLTAMY
QOGLKAATYFWPGSEVAINGSFPSIYMPYNGSVPFEERISTLLKWLDLPKAERPRFYTMYFEEPDSSGHAGGPVSARV
IKALQVVDHAFGMLMEGLKQRNLHNCVNIILLADHGMDQTYCNKMEYMTDYFPRINFFYMYEGPAPRIRAHNIPHDF
FSEFNSEEIVRNLSCRKPDQHFKPYLTPDLPKRLHYAKNVRIDKVHLEVDQOWLAVRSKSNTNCGGGNHGYNNEFRSM
EAIFLAHGPSFKEKTEVEPFENIEVYNLMCDLLRIQPAPNNGTHGSLNHLLKVPFYEPSHAEEVSKEFSVCGFANPLP
TESLDCFCPHLONSTQLEQVNOQMLNLTQEEITATVKVNLPFGRPRVLQKNVDHCLLYHREYVSGFGKAMRMPMWSSY
TVPQLGDTSPLPPTVPDCLRADVRVPPSESQKCSFYLADKNITHGFLYPPASNRTSDSQYDALITSNLVPMYEEFRK
MWDYFHSVLLTIKHATERNGVNVVSGPIFDYNYDGHFDAPDEITKHLANTDVPIPTHYFVVLTSCKNKSHTPENCPGW
LDVLPFIIPHRPTNVESCPEGKPEALWVEERFTAHIARVRDVELLTGLDFYQDKVQPVSEILQLKTYLPTFETTI

Mouse ENPP3 sequence

>sp|Q6DYE8 (SEQ ID NO: 214)
MDSRLALATEEPIKKDSLKKYKILCVVLLALLVIVSLGLGLGLGLRKPEEQGSCRKKCFDSSHRGLEGCRCDSGCTG
RGDCCWDFEDTCVKSTQIWTCNLEFRCGENRLETALCSCADDCLQRKDCCADYKTVCQGESPWVTEACASSQEPQCPP
GFDLPPVILFSMDGFRAEYLQTWSTLLPNINKLKTCGIHSKYMRAMYPTKTFPNHYTIVTGLYPESHGIIDNNMYDV
HLNKNFSLSSVEKSNPAWWSGQPIWLTAMYQGLKAACYYWPGSDVAVNGSFPTIYRNYSNSVPYERRITTLLQWLDL
PKADRPSEFYTIYVEEPDSAGHSSGPVSAGVIKALQSVDNAFGMLMEGLKQRNLHNCVNIIVLADHGMDQTSCDRVEY
MTIDYFPKINFYMYQGPAPRIRTRNIPODFFTENSEEIVRNLSCRKPDQHFKPYLTPDLPKRLHYAKNVRIDKAHLMV
DROWLAFRSKGSSNCGGGTHGYNNEFKSMEATFLAHGPSFIEKTVIEPFENIEVYNLLCDLLHTIEPAPNNGTHGSLN
HLLKTPFYKPSHAGELSTPADCGEFTTPLPTDPLDCSCPALONTPGLEEQANQRLNLSEGEVAATVKANLPFGRPRVM
QKNGDHCLLYHRDYISGYGKAMKMPMWSSYTVLKPGDTSSLPPTVPDCLRADVRVAPSESQKCSFYLADKNITHGFEL
YPAIKGTNESRYDALITSNLVPMYKEFKKMWDYFHEVLLIKYATIERNGLNVVSGPIFDYNYDGHEFDAPDEITQYVAG
TDVPIPTHYFVVLTSCKDQTHTPDSCPGWLDVLPFIVPHRPTNIESCSENKTEDLWVEERFQAHAARVRDVELLTGL
DEFYQEKAQPVSQILQLKTYLPTFETIT
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Figure 11B

Mouse ENPP3 sequence, extracellular domain

>sp|Q6DYE8|31-874 (SEQ ID NO: 215)
LLVIVSLGLGLGLGLRKPEEQGSCRKKCFDSSHRGLEGCRCDSGCTGRGDCCWDFEDTCVKSTQIWTCNLFRCGENR
LETALCSCADDCLQRKDCCADYKTVCQGESPWVTEACASSQEPQCPPGFDLPPVILFSMDGFRAEYLOQTWSTLLPNI
NKLKTCGIHSKYMRAMYPTKTFPNHYTIVTGLYPESHGIIDNNMYDVHLNKNEFSLSSVEKSNPAWWSGQPIWLTAMY
QGLKAACYYWPGSDVAVNGSFPTIYRNYSNSVPYERRITTLLOQWLDLPKADRPSFYTIYVEEPDSAGHSSGPVSAGV
TIKALQSVDNAFGMLMEGLKQRNLHNCVNIIVLADHGMDQTSCDRVEYMTDYFPKINFYMYQGPAPRIRTRNIPQDFEFF
TENSEEIVRNLSCRKPDQHFKPYLTPDLPKRLHYAKNVRIDKAHLMVDROQWLAFRSKGSSNCGGGTHGYNNEFKSME
ATIFLAHGPSFIEKTVIEPFENIEVYNLLCDLLHIEPAPNNGTHGSLNHLLKTPFYKPSHAGELSTPADCGFTTPLPT
DPLDCSCPALONTPGLEEQANQRLNLSEGEVAATVKANLPFGRPRVMOKNGDHCLLYHRDYISGYGKAMKMPMWSSY
TVLKPGDTSSLPPTVPDCLRADVRVAPSESQKCSFYLADKNITHGFLYPATIKGTNESRYDALITSNLVPMYKEFKKM
WDYFHEVLLIKYAIERNGLNVVSGPIFDYNYDGHFDAPDEITQYVAGTDVPIPTHYFVVLTSCKDQTHTPDSCPGWL
DVLPFIVPHRPTNIESCSENKTEDLWVEERFQAHAARVRDVELLTGLDFYQEKAQPVSQILQLKTYLPTFETITI

Macaca fascicularis ENPP3 sequence

>tr|AOA2KS5TKP4 (SEQ ID NO: 216)
MESMLTLATEQPVKKNTLKKYKIACIVLLALLVIMSLGLGLGLGLRKLEKQGSCRKKCFDASFRGLENCRCDVACED
RGDCCWDFEDTCVESTRIWTCNKFRCGETRLEASLCSCSDDCLQRKDCCADYKSVCQGETSWLEENCDTAQQSQCPE
GFDLPPVILFSMDGFRAEYLYTWDTLMPNINKLKTCGIHSKYMRAMYPTKTFPNHYTIVTGLYPESHGIIDNNMYDV
NLNKNEFSLSSEEQNNPAWWHGOPMWLTAMYQGLKAATYFWPGSEVAINGSFPSIYMPYNRSVPYEERISTLLKWLDL
PKAERPSFYTMYFEEPDSSGHAGGPVSARVIKALQVVDHAFGMLMEGLKQRNLHNCVNITILLADHGMDQTYCNKMEY
MTDYFPRINFYMYEGPAPRIRALNVPHDFFSCKYEDTYMKKRCRKPDQHFKPYLTPDLPKRLHYAKNVRIDKVHLEV
DROWLAVGSKSNTNCGGGNHGYNNEFRSMEAIFLAHGPSFKEKTEVEPFENIEVYNLMCDLLRIQPAPNNGTRGSLN
HLLKVPFYEPSHAEEVSKEFSVCGFANPLPTNNLSCLCPHLONSIQLEQVNOMLNLTQEEITATVKVNLPFGRPRVLQ
KNVDNCLLYHREYVSGFGKAMRMPMWSSYTVPQLGDTSPLPPTVPDCLRADVRVPPSESQKCSFYLADENITHGFLY
PPAINRTSDSQYDALIMSNLVPMYEEFRKMWDYFHSVLLIKHATERNGVNVVSGPIFDYNYDGHFDAPEEITKHIAN
TDIPIPTHYFVVLTSCKNKSHTPENCPGWLDVLPFIIPHRPTNVESCPEGKPEALWVEERFTAHIARVRDVELLTGL
DEFYQDKAQPVSEILQLKTYLPTFETTI

Macaca fascicularis PD-1 sequence, extracellular domain (predicted)

>tr|AOA2KS5TKP4|31-874 (SEQ ID NO: 217)
LLVIMSLGLGLGLGLRKLEKQGSCRKKCFDASFRGLENCRCDVACEDRGDCCWDFEDTCVESTRIWTCNKFRCGETR
LEASLCSCSDDCLQRKDCCADYKSVCQGETSWLEENCDTAQQSQCPEGFDLPPVILFSMDGFRAEYLYTWDTLMPNI
NKLKTCGIHSKYMRAMYPTKTFPNHYTIVTGLYPESHGIIDNNMYDVNLNKNEFSLSSEEQNNPAWWHGQPMWLTAMY
QGLKAATYFWPGSEVAINGSFPSIYMPYNRSVPYEERISTLLKWLDLPKAERPSFYTMYFEEPDSSGHAGGPVSARV
IKALQVVDHAFGMLMEGLKQRNLHNCVNIILLADHGMDQTYCNKMEYMTDYFPRINFYMYEGPAPRIRALNVPHDFF
SCKYEDTYMKKRCRKPDQHFKPYLTPDLPKRLHYAKNVRIDKVHLEFVDROWLAVGSKSNTNCGGGNHGYNNEFRSME
ATFLAHGPSFKEKTEVEPFENIEVYNLMCDLLRIQPAPNNGTRGSLNHLLKVPFYEPSHAEEVSKFSVCGFANPLPT
NNLSCLCPHLONSIQLEQVNOQMLNLTQEEITATVKVNLPFGRPRVLOQKNVDNCLLYHREYVSGFGKAMRMPMWSSYT
VPQLGDTSPLPPTVPDCLRADVRVPPSESQKCSFYLADENITHGFLYPPAINRTSDSQYDALIMSNLVPMYEEFRKM
WDYFHSVLLIKHATERNGVNVVSGPIFDYNYDGHFDAPEEITKHIANTDIPIPTHYFVVLTSCKNKSHTPENCPGWL
DVLPFIIPHRPTNVESCPEGKPEALWVEERFTAHIARVRDVELLTGLDFYQDKAQPVSEILQLKTYLPTFETTI
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Figure 12
AN1[ENPP3] H1L1
sequence SEQ ID NO:

Variable EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEW
heavy (vh) VSYISSGGGTTYYLDSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVY
domain YCARHRRVYYGYYFDYWGQGTLVTVSS 218
vhCDR1 NYGMS 219
vhCDR2 YISSGGGTTYYLDSVKG 220
vhCDR3 HRRVYYGYYFDY 221
Variable DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLL
light (vl) IKYASESISGIPSREFSGSGSGTDFTLTINSLEAEDAATYYCQQSNSW
domain PYTFGGGTKLEIK 222
v1CDR1 RASQSIGTSIH 223
v1CDR2 YASESTS 224
v1CDR3 QOSNSWPYT 225

>XENP28278 AN1[aENPP3] HiLl IgG1l PVA /S267K

Chain 1 - AN1[aENPP3]_H1L1_IgG1_PVA_/S267K (SEQ ID NO: 226)

EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEWVSYISSGGGTTYYLDSVKGREFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVEFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVS
VLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGOQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEW

ESNGOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - AN1[aENPP3]_H1L1_IgG1_PVA_/S267K (SEQ ID NO: 227)

DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA

LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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Figure 13A
AN1[ENPP3] H1 L1.33
sequence SEQ ID NO:
Variable EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEW
heavy (vh) VSYISSGGGTTYYLDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVY
domain YCARHRRVYYGYYFDYWGQGTLVIVSS 228
vhCDR1 NYGMS 229
vhCDR2 YISSGGGTTYYLDSVKG 230
vhCDR3 HRRVYYGYYFDY 231
Variable DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLL
light (vl) IEYASESISGIPSRFSGSGSGTDFTLTINSLEAEDAATYYCQQSNSW
domain PYTFGGGTKLEIK 232
v1CDR1 RASQSIGTSIH 233
v1CDR2 YASESIS 234
v1CDR3 QQSNSWPYT 235
AN1[ENPP3] H1 L1.77
sequence SEQ ID NO:

Variable EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEW
heavy (vh) VSYISSGGGTTYYLDSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVY
domain YCARHRRVYYGYYFDYWGQGTLVTVSS 236
vhCDR1 NYGMS 237
vhCDR2 YISSGGGTTYYLDSVKG 238
vhCDR3 HRRVYYGYYFDY 239
Variable DILLTQSPDFQSVIPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLL
light (vl) IEYESESISGIPSRFSGSGSGTDFTLTINSLEAEDAATYYCQQSNSW
domain PYTFGGGTKLEIK 240
v1CDR1 RASQSIGTSIH 241
v1CDR2 YESESIS 242
v1CDR3 QQSNSWPYT 243
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Figure 13B
AN1[ENPP3] H1.8 L1
sequence SEQ ID NO:
Variable EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEW 244
heavy (vh) VSYISSGGGTTYYLDSVTGRFTISRDNAKNSLYLOMNSLRAEDTAVY
domain YCARHRRVYYGYYFDYWGQGTLVTVSS
vhCDR1 NYGMS 245
vhCDR2 YISSGGGTTYYLDSVTG 246
vhCDR3 HRRVYYGYYFDY 247
Variable DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLL 248
light (vl) IKYASESISGIPSRESGSGSGTDFTLTINSLEAEDAATYYCQQSNSW
domain PYTFGGGTKLEIK
v1CDR1 RASQSIGTSIH 249
v1CDR2 YASESTIS 250
v1CDR3 QQSNSWPYT 251
ANI1[ENPP3] H1.8 L1.33
sequence SEQ ID NO:
Variable EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEW | 252
heavy (vh) VSYISSGGGTTYYLDSVTGRFTISRDNAKNSLYLOMNSLRAEDTAVY
domain YCARHRRVYYGYYFDYWGQGTLVTVSS
vhCDR1 NYGMS 253
vhCDR2 YISSGGGTTYYLDSVTG 254
vhCDR3 HRRVYYGYYFDY 255
Variable DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLL 256
light (v1) IEYASESISGIPSRESGSGSGTDFTLTINSLEAEDAATYYCQQSNSW
domain PYTFGGGTKLEIK
v1CDR1 RASQSIGTSIH 257
v1CDR2 YASESIS 258
v1CDR3 QOSNSWPYT 259
AN1[ENPP3] H1.8 L1.77
sequence SEQ ID NO:
Variable EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEW | 260
heavy (vh) VSYISSGGGTTYYLDSVTGRFTISRDNAKNSLYLOMNSLRAEDTAVY
domain YCARHRRVYYGYYFDYWGQGTLVTVSS
vhCDR1 NYGMS 261
vhCDR2 YISSGGGTTYYLDSVTG 262
vhCDR3 HRRVYYGYYFDY 263
Variable DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLL 264
light (v1) IEYESESISGIPSRESGSGSGTDFTLTINSLEAEDAATYYCQQSNSW
domain PYTFGGGTKLEIK
v1CDR1 RASQSIGTSIH 265
v1CDR2 YESESTIS 266
v1CDR3 QQSNSWPYT 267
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Figure 14A
H16-7.213
sequence SEQ ID NO:
Variable WGLSEVSCKASGYTFTGYYMHWVRQAPGQGLEWMGWINPNSGGTNYA 268
heavy (vh) QKFQGRVTMTRDTSISTAYMELSRLRSDDTAVYYCARELRYFGWLLS
domain SLDYWGQGTLVTVSS
vhCDR1 GYYMH 269
vhCDR2 WINPNSGGTNYAQKFQG 270
vhCDR3 ELRYFGWLLSSLDY 271
Variable DIQMTQSPSSLSASVGDRVTITCRASQSISSYLNWFQQKPGKAPKLL 272
light (vl) IYAASSLQSGVPSREFSGSESGTDFTLTISSLQPEDFATYSCQQSYSF
domain PLTFGGGTKVEIK
v1CDR1 RASQSISSYLN 273
v1CDR2 AASSLQS 274
v1CDR3 QQSYSFPLT 275
H16-9.69
sequence SEQ ID NO:
Variable WGLSEVSCKASGYTFTSYDIHWVRQATGQGLEWMGWMNPNSGNTVYA 276
heavy (vh) QOKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARTVLLWPEDYW
domain GQGTLVTVSS
vhCDR1 SYDIH 277
vhCDR2 WMNPNSGNTVYAQKFQG 278
vhCDR3 TVLLWPEDY 279
Variable DIVMTQSPDSLAVSLGERATINCKSSQSVLYSSKNKNYLAWYQQKPG 280
light (vl) QPPKLLIYWASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYC
domain QQYYSTPPWTFGQGTKVEIK
v1CDR1 KSSQSVLYSSKNKNYLA 281
v1CDR2 WASTRES 282
v1CDR3 QQYYSTPPWT 283
H16-1.52
sequence SEQ ID NO:
Variable SGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSAISG 284
heavy (vh) SDGSPYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKQQ
domain YSSGWNYFDYWGQGTLVTVSS
vhCDR1 SYAMS 285
vhCDR2 ATISGSDGSPYYADSVKG 286
vhCDR3 DGYSSGWNYFDY 287
Variable DIVMTQSPDSLAVSLGERATINCKSSQSVLYSSNNKNYLAWYQQKPG 288
light (vl) QPPKLLIYWASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYC
domain QEYYSTMCSFGQGTKLEIK
v1CDR1 KSSQSVLYSSNNKNYLA 289
v1CDR2 WASTRES 290
v1CDR3 QEYYSTMCS 291




31/116

Figure 14B
Hal6-1(1)23
sequence SEQ ID NO:
Variable VESGGGVVQPGRSLRLSCAASGFTFRSYGMHWVRQAPGKGLEWVAVI | 292
heavy (vh) WSDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAR
domain EGYYGSGSYYYYYGMDVWGQGTTVTVSS
vhCDR1 SYGMH 293
vhCDR2 VIWSDGSNKYYADSVKG 294
vhCDR3 EGYYGSGSYYYYYGMDV 295
Variable QAGLTQPPSVSKGLRQTATLTCTGNSNNVGTQGAAWLQQHQGHPPKL | 296
light (v1) LSYRNNNRPSGISERLSASTSGNTASLTITGLQPEDEADYYCSAWDS
domain SLSAVVFGGGTKLTVL
v1CDR1 TGNSNNVGTQGAA 297
v1CDR2 RNNNRPS 298
Vv1CDR3 SAWDSSLSAVV 299
H16-9.44
sequence SEQ ID NO:
Variable LSLTCTVSGGSISSYYWSWIRQSAGKGLEWIGRIYTGVSTNYNPSLK | 300
heavy (vh) SRVTMSVDTSKNQFSLKLSSVTAADTAVYYCARDYYDSSGYYPFDYW
domain GQGTLVTVSS
vhCDR1 SYYWS 301
vhCDR2 RIYTGVSTNYNPSLKS 302
vhCDR3 DYYDSSGYYPFDY 303
Variable DIQMTQSPSSLSASVGDRVTISCRASQGISNYLAWFQQKPGKAPKSL | 304
light (v1) IYAASSLENGVPSKFSGSGSGTDFTLTISSLQPEDFATYYCQQYNSS
domain PFTFGPGTKVDIR
v1CDR1 RASQOGISNYLA 305
v1CDR2 AASSLEN 306
v1CDR3 QQYNSSPFT 307
H16-1.67
sequence SEQ ID NO:
Variable VESGPGLVKPSQTLSLTCTVSGGSINSFGYYWSWIRQYPGKGLEWIG | 308
heavy (vh) FLYFTGSTYYNPSLKSRVTISVDTSKSQFSLKLSSVTAADTAVYYCA
domain RAGTMVRGAHYYGMDVWGQGTTVTVSS
vhCDR1 SFGYYWS 309
vhCDR2 FLYFTGSTYYNPSLKS 310
vhCDR3 AGTMVRGAHYYGMDV 311
Variable DIQMTQSPSSLSASVGDRVTITCRASQSISNYLNWYQQKPGKAPKLL | 312
light (v1) IYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQIYST
domain PPEWTFGQGTKVEIK
v1CDR1 RASQOSISNYLN 313
v1CDR2 AASSLQS 314
v1CDR3 QOIYSTPPEWT 315




Figure 14C

Hal 6-1 (3,5)36
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sequence SEQ ID NO:
Variable EVQLVESGPGLVKPSETLSLTCTVSGGSISSSSYYWGWIRQPPGKGL 316
heavy (vh) EWIGSMYYSGSTYHNPSLKSRVIISVDTSKNQFSLKLSSVTAADTAV
domain YYCARHYITVAGIFDYWGQGTLVTVSS
vhCDR1 SSSYYWG 317
vhCDR2 SMYYSGSTYHNPSLKS 318
vhCDR3 HYITVAGIFDY 319
Variable QSVLTQPPSASGTPGQRATISCSGSSTNIGSTIVNWYQQVPGTAPKL 320
light (v1) LIYSNNQRPSGVPDRFSGSKSGTSASLAISGLQSEDEADYYCAAWDA
domain SLNGPVFGGGTKLTVL
v1CDR1 SGSSTNIGSTIVN 321
v1CDR2 SNNQRPS 322
Vv1CDR3 AAWDASLNGPV 323
H16-1.86

sequence SEQ ID NO:
Variable VESGPGLVKPSETLSLTCTVSGGSISSYYWSWIRQPPGKGLEWIGXE 324
heavy (vh) YYSGSTNYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARA
domain YGYYYYGMDVWGQGTTVTVSS
vhCDR1 SYYWS 325
vhCDR2 YIYYSGSTNYNPSLKS 326
vhCDR3 AYGYYYYGMDV 327
Variable DIQMTQSPSSLSASVGDRVTITCRTSQSISSYLNWYQQKPGKAPNLL 328
light (v1) IYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQTYSS
domain PPWTFGQGTKVEIK
v1CDR1 RTSQSISSYLN 329
v1CDR2 AASSLQS 330
Vv1CDR3 QOTYSSPPWT 331
H16-9.10

sequence SEQ ID NO:
Variable LLESGPGLVKPSQTLSLTCAISGDSVSSNSAAWNWIRQSPSRGLEWL 332
heavy (vh) GRTYYRSKWYNAYAVSVKSRMTINPDTSKNQFSLOQLNSVTPEDTAVY
domain YCAREAGGWFDPWGQGTLVTVSS
vhCDR1 SNSAAWN 333
vhCDR2 RTYYRSKWYNAYAVSVKS 334
vhCDR3 EAGGWFDP 335
Variable DIQMTQSPSSVSASVGDRVTITCRASQGIRSWLAWYQQKPGKAPKLL 336
light (v1) IYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQANSFE
domain PPTFGGGTKVEIK
v1CDR1 RASQGIRSWLA 337
v1CDR2 AASSLQS 338
v1CDR3 QQANSFPPT 339
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Figure 14D
H16-9.33
sequence SEQ ID NO:
Variable EVQLLESGPGLVKPSQTLSLTCAISGDSVSSNSAAWNWIRQSPSRGL | 340
heavy (vh) EWLGRTYYRSKYYNAYPVSVKSRITINPDTSKNQFSLQLNSVTPEDT
domain AVYYCAREAGGWEFDPWGQGTLVTVSS
vhCDR1 SNSAAWN 341
vhCDR2 RTYYRSKYYNAYPVSVKS 342
vhCDR3 EAGGWFDP 343
Variable DIQMTQSPSSVSASVGDRVTITCRANQGIRSWLAWYQQKPGKAPKLL | 344
light (v1) IYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQANSE
domain PPTFGGGTKVEIK
v1CDR1 RANQGIRSWLA 345
v1CDR2 AASSLQS 346
v1CDR3 QOANSFPPT 347
H16-1.68
sequence SEQ ID NO:
Variable EVHLVESGGGVVQPGRSLRLSCAASGFTFRSYGMHWVRQAPGKGLEW | 348
heavy (vh) VAVIWYDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDMAMY
domain YCARSRITIFGVVHYGMDVWGQGTTVTVSS
vhCDR1 SYGMH 349
vhCDR2 VIWYDGSNKYYADSVKG 350
vhCDR3 SRITIFGVVHYGMDV 351
Variable TQLTQSPSSLSASVGDRVTITCRASOQNINSYLNWYQQKPGKAPKLLI | 352
light (v1) YAASSLQSGVPSRFSGSGSGTDFTLTISSLOQPEDFTTYYCQQSYSSA
domain PTFGGGTKLEIK
v1CDR1 RASONINSYLN 353
v1CDR2 AASSLQS 354
v1CDR3 QOSYSSAPT 355
Hal6-1(1)1
sequence SEQ ID NO:
Variable GPGLVKPSETLSLTCTVSGGSISSYYWSWIRQPPGKGLEWIGYIYYS | 356
heavy (vh) GSTNYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARAVSY
domain YYYGMDVWGQGTTVTVSS
vhCDR1 SYYWS 357
vhCDR2 YIYYSGSTNYNPSLKS 358
vhCDR3 AVSYYYYGMDV 359
Variable DIQMTQSPSSLSASVGDRVTITCRTIQNINSYLNWYQQRPGKAPKLL | 360
light (v1) IYATSSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQTYST
domain LFTFGPGTKVDIK
v1CDR1 RTIONINSYLN 361
v1CDR2 ATSSLQS 362
v1CDR3 QQTYSTLFT 363
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Figure 14E
Hal 6-1 (3,5)18
sequence SEQ ID NO:
Variable GPGLVKPSETLSLTCTVPGGSIRSYFWSWIRQPAGKGLEWIGRFYFS | 364
heavy (vh) GSTNYNPSLKSRVTIMSVDTSKNQFSLKLSSVTAADTAVYYCARDYGD
domain HYYYYGMDVWGQGTTVTVSS
vhCDR1 SYFWS 365
vhCDR2 REFYFSGSTNYNPSLKS 366
vhCDR3 DYGDHYYYYGMDV 367
Variable VLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQFPGTAPKFLI | 368
light (v1) YDNNKRSSGIPDRFSGSKSGTSATLGITGLQTGDEADYYCGTWDSSL
domain SAVIFGGGTKLTVL
v1CDR1 SGSSSNIGNNYVS 369
v1CDR2 DNNKRSS 370
Vv1CDR3 GIWDSSLSAVI 371
Hal6-1(2,4)4
sequence SEQ ID NO:
Variable GFTFSSYGMHWVRQAPGKGLEWVAIIWYDESNKYYADSVKGRFTISR | 372
heavy (vh) DNSKNTLYLQMNSLRAEDTAVYYCARAYSGSYGYSYYGM
domain
vhCDR1 SYGMH 373
vhCDR2 ITWYDESNKYYADSVKG 374
vhCDR3 AYSGSYGYSYYGM 375
Variable ODRQPASPGSGDKLGDKYACWYQQKPGQSPVLVIYQDSKRPSGIPER | 376
light (v1) FSGSNSGNTATLTISGTQAMDEADYYCQAWDNRTAVFGGGTKLTVL
domain
v1CDR1 PGSGDKLGDKYAC 377
v1CDR2 QODSKRPS 378
v1CDR3 QAWDNRTAV 379
Hal6-1(3,5)56
sequence SEQ ID NO:
Variable RCRLVESGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEW | 380
heavy (vh) MGIIYPGDSDTRYSPSFQGQVTISADKSISTAYLQWRSLKASDTAMY
domain YCARKDYYYYVMDVWGQGTTVTVSS
vhCDR1 SYWIG 381
vhCDR2 ITYPGDSDTRYSPSFQG 382
vhCDR3 KDYYYYVMDV 383
Variable DTISCTGTSSDVGNYNYVSWYQQHPGKAPKLMIYAVNNRPSGVSNRFE | 384
light (v1) SGSKSGNTASLTISGLQAEDEADYYCSSYTSSRNLVVFGGGTKLTVL
domain
v1CDR1 TGTSSDVGNYNYVS 385
v1CDR2 AVNNRPS 386
v1CDR3 SSYTSSRNLVV 387
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Figure 14F
H16-7.8
sequence SEQ ID NO:
Variable QVQLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWSWIRQHPGKGL | 388
heavy (vh) EWIGITIYYSGSTYYNPSLKSRVTISVDTSKNQFSLKLNSVTAADTAV
domain FYCARVAIVTTIPGGMDVWGQGTTVTVSS
vhCDR1 SGGYYWS 389
vhCDR2 ITYYSGSTYYNPSLKS 390
vhCDR3 VAIVTTIPGGMDV 391
Variable EIVLTQSPDFQSVTPKEKVTITCRASQSIGISLHWYQQKPDQSPKLL | 392
light (v1) IKYASQSFSGVPSRFSGSGSGTDFTLTINSLEAEDAATYYCHQSRSFE
domain PWTFGQGTKVEIK
v1CDR1 RASQSIGISLH 393
v1CDR2 YASQSFS 394
v1CDR3 HOSRSFPWT 395
H16-1.93
sequence SEQ ID NO:
Variable QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEW | 396
heavy (vh) MGWISAYNGNTYYAQKLQARVTMTTDTSTSTAYMELRSLRSDDTAVY
domain YCARDGYSSSWSLLHYYGMDVWGQGTTVTVSS
vhCDR1 SYGIS 397
vhCDR2 WISAYNGNTYYAQKLQA 398
vhCDR3 DGYSSSWSLLHYYGMDV 399
Variable DIQMTQSPSSLSASVGDRITITWRSSQGIYNSLAWYQQKPGKVPKLL | 400
light (v1) IYAASTLHSGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSA
domain PFTFGPGTKVDIK
v1CDR1 RSSQGIYNSLA 401
v1CDR2 AASTLHS 402
v1CDR3 QKYNSAPFT 403
Hal 6-1(3,5)27.1
sequence SEQ ID NO:
Variable LVESGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEWMGI | 404
heavy (vh) IYPGDSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCA
domain RKDYYYYSMDVWGQGTTVTVSS
vhCDR1 SYWIG 405
vhCDR2 ITYPGDSDTRYSPSFQG 406
vhCDR3 KDYYYYSMDV 407
Variable QSALTQPASVSGSPGQSITISCTGTSSDVGGYNYVSWYQQHPGQAPK | 408
light (v1) LLIYGVNIRPSGVSTRFSGSKSGNTASLTISGLQAEDEADYYCSSYT
domain RSSILVVFAGGTKLTVL
v1CDR1 TGTSSDVGGYNYVS 409
v1CDR2 GVNIRPS 410
v1CDR3 SSYTRSSILVV 411
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Figure 14G
H16-1.61
sequence SEQ ID NO:
Variable EVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEW | 412
heavy (vh) VAVIWYDGSNKYYADSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVY
domain YCARSRITIFGVVHYGMDVWGQGTTVTVSS
vhCDR1 SYGMH 413
vhCDR2 VIWYDGSNKYYADSVKG 414
vhCDR3 SRITIFGVVHYGMDV 415
Variable DTQLTQSPSSLSASVGDRVTITCRASQSISSYLNWYQLKPGKAPKLL 416
light (v1) IYAASSLESGVPSRFSGSESGTDFTLTISSLQPEDFATYYCQQSYNS
domain EEEFGPGTKVDIK
v1CDR1 RASQSISSYLN 417
v1CDR2 AASSLES 418
v1CDR3 QQSYNSPIT 419
H16-1 (3,5)5
sequence SEQ ID NO:
Variable EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEW 420
heavy (vh) MGIIYPGDSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMY
domain YCARKDYYYYTMDVWGQGTTVTVSS
vhCDR1 SYWIG 421
vhCDR2 IIYPGDSDTRYSPSFQG 422
vhCDR3 KDYYYYTMDV 423
Variable QSALTQPASVSGSPGQSITISCTGTSSDVGGYNYVSWYQQHPGKAPK | 424
light (v1) LMIYAVSNRPSGVSNRFSGSKSGNTASLTISGLQAEDEADYYCSSYT
domain E§B££Y!FGGGTKLTVL
v1CDR1 TGTSSDVGGYNYVS 425
v1CDR2 AVSNRPS 426
v1CDR3 SSYTISRILVV 427
H16-7.200
sequence SEQ ID NO:
Variable QVQLQESGPGLVKPSQTLSLTCTVSGGSITSGDYYWSWIRQHPGKGL 428
heavy (vh) EWFGFIYYSGSAYYNPSLKSRITISVDTSKNQFSLKLSSVTAADTAV
domain YYCARERNYGGNSEFDYWGQGTLVTVSS
vhCDR1 SGDYYWS 429
vhCDR2 FIYYSGSAYYNPSLKS 430
vhCDR3 ERNYGGNSFDY 431
Variable DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQ | 432
light (v1) SPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCM
domain QAEQEEEFGQGTRLEIK
v1CDR1 RSSQSLLHSNGYNYLD 433
v1CDR2 LGSNRAS 434
v1CDR3 MQALQTIT 435
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Figure 14H
Hal6-1(3,5)42
sequence SEQ ID NO:
Variable EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEW | 436
heavy (vh) MGIIYPGDSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMY
domain YCARKDYYYYSMDVWGQGTTVTVSS
vhCDR1 SYWIG 437
vhCDR2 ITYPGDSDTRYSPSFQG 438
vhCDR3 KDYYYYSMDV 439
Variable QSALTQPASVSGSPGQSITISCTGTSSDVGRENYVSWYQQRPGKAPK | 440
light (v1) LMIYAVNIRPSGVSNRFSGSKSGNTASLTISGLQAEDEAGYYCSSYT
domain SSSTLLVFGGGTKLTVL
v1CDR1 TGTSSDVGREFNYVS 441
v1CDR2 AVNIRPS 442
Vv1CDR3 SSYTSSSTLLV 443
H1 6-9.65
sequence SEQ ID NO:
Variable QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEW | 444
heavy (vh) VATIWFDGSNGYYADSVKGRFTISRDNSKNTLYLQOMNSLRAEDTAVY
domain YCARDSSGSYDHFDYWGQGTLVTVSS
vhCDR1 SYGMH 445
vhCDR2 TIWFDGSNGYYADSVKG 446
vhCDR3 DSSGSYDHFDY 447
Variable DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNCLDWYLQKPGQ | 448
light (v1) SPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCM
domain QALQTPITFGQGTRVEIK
v1CDR1 RSSQSLLHSNGYNCLD 449
v1CDR2 LGSNRAS 450
v1CDR3 MQALQTPIT 451
Hal6-1(3,5)19
sequence SEQ ID NO:
Variable EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEW | 452
heavy (vh) MGIIYPGDSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMY
domain YCARKDYYYYAMDVWGQGTTVTVSS
vhCDR1 SYWIG 453
vhCDR2 ITYPGDSDTRYSPSFQG 454
vhCDR3 KDYYYYAMDV 455
Variable SALTQPASVSGSPGQSITISCTGTSSDVGRYNYVSWYQQHPGQAPKL | 456
light (v1) MIYGISIRPSGVSPRFSGSKSGNTASLTISGLQAEDEADYYCSSHTS
domain NSTLVVFAGGTKLTVL
v1CDR1 TGTSSDVGRYNYVS 457
v1CDR2 GISIRPS 458
v1CDR3 SSHTSNSTLVV 459
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Figure 141

Ha16-1.80

sequence SEQ ID NO:

Variable QVQLQESGPGLVKPSETLSLTCTVSGGSISSYYWSWIRQPPGKGLEW | 460
heavy (vh) IGYVYFSGSTNYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYY
domain CARATRDYYYYGMDVWGQGTTVTVSS

vhCDR1 SYYWS 461
vhCDR2 YVYFSGSTNYNPSLKS 462
vhCDR3 ATRDYYYYGMDV 463
Variable DIOMTQSPSSLSASVGDRVTITCRTSHDISNYLNWYQQKPGKAPKLL 464
light (v1) IYAASSLQSGVPSRESGSRSGTDFTLTISSLQPEDFATYYCQQTYST
domain LEFTFGPGTKVDIK

v1CDR1 RTSHDISNYLN 465
v1CDR2 AASSLQS 466
v1CDR3 QQTYSTLFT 467
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Figure 16

>XENP13245 Numax_Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4 Fc(216) IgG1l PVA /S267K pl(-
)_lsosteric_A_L368D/K370S-1gG1_C220S/S364K/E357Q

Chain 1 - Numax_IgG1_C220S/S364K/E357Q (SEQ ID NO: 468)
QVTLRESGPALVKPTQTLTLTCTFSGFSLSTAGMSVGWIRQPPGKALEWLADIWWDDKKHYNPSLKDRLTISKDTSK
NQVVLKVTNMDPADTATYYCARDMIFNFYFDVWGQGTTVIVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYF
PEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCP
PCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVSV
LTVLHODWLNGKEYKCKVSNKALPAPTIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWE
SDGOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_PVA_/S267K_pl(-)_Isosteric_A_L368D/K370S (SEQ
ID NO: 469)
EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDS
KNTLYLQMNSLRAEDTAVYYCVRHGNEFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQGN
VEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - Numax Light (SEQ ID NO: 470)
DIQMTQSPSTLSASVGDRVTITCSASSRVGYMHWYQQOKPGKAPKLLIYDTSKLASGVPSRFSGSGSGTEFTLTISSL
QPDDFATYYCFQGSGYPFTFGGGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNAL
QSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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Figure 17A

>XENP24804 H16-1.93[ENPP3] H1L1 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-IgG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - H16-1.93[ENPP3]_H1_IgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 471)
QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWI SAYNGNTYYAQKLQARVTMTTDTSTS
TAYMELRSLRSDDTAVYYCARDGYSSSWSLLHYYGMDVWGQGTTVTVSS /ASTKGP SVFPLAPSSKSTSGGTAALGC
LVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKP SDTKVDKKVEPKSCD
KTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSD
IAVEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHY TQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 472)
EVQLVESGGGLVQPGGSLRLSCAASGF TF STYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRETISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVITLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKE YKCKVSNKALPAP IEKT I SKAKGOPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - H16-1.93[ENPP3]_L1 (SEQ ID NO: 473)
DIQMTQSPSSLSASVGDRITITWRSSQGIYNSLAWYQOKPGKVPKLLIYAASTLHSGVPSREFSGSGSGTDFTLTISS
LOPEDVATYYCQKYNSAPFTFGPGTKVDIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP26820 H16-7.8[ENPP3] H1L1 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-IgG1 pl(-
) Isosteric A_/PVA /S267K/L368D/K370S-Fc(216) IgG1 C220S/PVA_/S267K/S364K/E357Q

Chain 1 - H16-7.8[ENPP3]_H1_IgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 474)

OVQLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWSWIRQHPGKGLEWIGIIYYSGSTYYNPSLKSRVTISVDTSK
NQFSLKLNSVTAADTAVFYCARVAIVITIPGGMDVWGQGTTVIVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTH
TCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRV
VSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAV
EWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 475)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - H16-7.8[ENPP3]_L1 (SEQ ID NO: 476)
EIVLTQSPDFQSVTPKEKVTITCRASQSIGISLHWYQQKPDQSPKLLIKYASQSFSGVPSRFSGSGSGTDFTLTINS
LEAEDAATYYCHQSRSFPWTFGQGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LQOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 17B

>XENP28287 AN1[aENPP3] H1L1 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-IgG1 pl(-
) Isosteric A_/PVA /S267K/L368D/K370S-Fc(216) IgG1 C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1_lgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 477)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEWVSYISSGGGTTYYLDSVKGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 478)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 479)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQOSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LQOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP28925 AN1[aENPP3] H1.8 L1 Fab-[aCD3] H1.30_L1.47_ scFv(GKPGS)4-IgG1l pl(-
)_Isosteric_A_/PVA_/S267K/L368D/K370S-Fc(216) 1gG1_C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 480)
EVQLVESGGGLVQPGGSLRLSCAASGFAF SNYGMSWVRQAPGQRLEWVSY ISSGGGTTYYLDSVTGRETISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAP IEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVF SCSVMHEALHNHY TOKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 481)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 482)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
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Figure 17C

>XENP29516 AN1[aENPP3] H1.8 L1.33 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-IgG1 pi(-
)_Isosteric_A_/PVA_/S267K/L368D/K370S-Fc(216) 1gG1_C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 483)
EVQLVESGGGLVQPGGSLRLSCAASGFAF SNYGMSWVRQAPGQRLEWVSY ISSGGGTTYYLDSVTGRETISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAP IEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHY TOKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 484)
EVQLVESGGGLVQPGGSLRLSCAASGF TF STYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRETISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVITLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGP SVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKE YKCKVSNKALPAP IEKT I SKAKGOPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 485)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP30262 AN1[aENPP3] H1.8 L1.77 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-IgG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 486)
EVQLVESGGGLVQPGGSLRLSCAASGFAF SNYGMSWVRQAPGQRLEWVSY ISSGGGTTYYLDSVTGRETISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAP IEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVF SCSVMHEALHNHY TOKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 487)
EVQLVESGGGLVQPGGSLRLSCAASGF TF STYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRETISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVITLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGP SVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKE YKCKVSNKALPAP IEKT I SKAKGOPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.77 (SEQ ID NO: 488)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYESESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 18A

>XENP26821 H16-7.8[ENPP3] H1L1 Fab-[aCD3] H1.32 L1.47 scFv(GKPGS)4-1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - H16-7.8[ENPP3]_H1_lgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 489)

QVQLQESGPGLVKPSQTLSLTCTVSGGSISSGGY YWSWIRQHPGKGLEWIGIIYYSGSTYYNPSLKSRVTISVDTSK
NQFSLKLNSVTAADTAVFYCARVAIVTTIPGGMDVWGQGTTVIVSS/ASTKGP SVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTH
TCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRV
VSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAV
EWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHY TOKSLSLSPGK

Chain 2 - [aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 490)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVITLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - H16-7.8[ENPP3]_L1 (SEQ ID NO: 491)
EIVLTQSPDFQSVTPKEKVTITCRASQSIGISLHWYQQOKPDQSPKLLIKYASQSEFSGVPSREFSGSGSGTDFTLTINS
LEAEDAATYYCHQSRSFPWIFGQGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP29436 AN1[aENPP3] H1.8 L1 Fab-[aCD3] H1.32 L1.47 scFv(GKPGS)4-lgG1 pl(-
) Isosteric A_/PVA /S267K/L368D/K370S-Fc(216) IgG1 C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 492)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 493)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 494)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDOSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQOSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LQOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 18B

>XENP28390 AN1[aENPP3] H1L1 Fab-[aCD3] H1.32 L1.47 scFv(GKPGS)4-IgG1 pl(-
) Isosteric A_/PVA /S267K/L368D/K370S-Fc(216) IgG1 C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1_lgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 495)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEWVSYISSGGGTTYYLDSVKGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 496)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNEFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 497)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQOSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LQOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP29463 AN1[aENPP3] H1.8 L1.33 Fab-[aCD3] H1.32 L1.47 scFv(GKPGS)4-IgG1 pi(-
)_Isosteric_A_/PVA_/S267K/L368D/K370S-Fc(216) 1gG1_C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 498)
EVQLVESGGGLVQPGGSLRLSCAASGFAF SNYGMSWVRQAPGQRLEWVSY ISSGGGTTYYLDSVTGRETISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAP IEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVF SCSVMHEALHNHY TOKSLSLSPGK

Chain 2 - [aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 499)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 500)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 18C

>XENP30263 AN1[aENPP3] H1.8 L1.77 Fab-[aCD3] H1.32 L1.47 scFv(GKPGS)4-IgG1 pl(-
) Isosteric A_/PVA /S267K/L368D/K370S-Fc(216) IgG1 C220S/PVA_/S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 501)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 502)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.77 (SEQ ID NO: 503)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIEYESESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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Figure 19A

>XENP29437 AN1[aENPP3] H1.8 L1 Fab-
AN1[aENPP3] H1.8 L1 CH1 (G4S)2 [aCD3] H1.30 L1.47 scFv(GKPGS)4-1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 504)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 505)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTI
SRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QA
VVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISG
AQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 506)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIKYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 19B

>XENP29520 AN1[aENPP3] H1.8 L1.33 Fab-
AN1[aENPP3] H1.8 11.33 CH1 (G4S)2 [aCD3] H1.30 L1.47 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 507)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 508)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTI
SRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QA
VVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISG
AQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 509)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 19C

>XENP30264 AN1[aENPP3] H1.8 L1.77 Fab-
AN1[aENPP3] H1.8 1L1.77 CH1 (G4S)2 [aCD3] H1.30 L1.47 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 510)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -

AN1[aENPP3]_H1.8_CH1 (G4S)2_[aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 511)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTI
SRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QA
VVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISG
AQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.77 (SEQ ID NO: 512)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYESESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 20A

>XENP26822 H16-7.8[ENPP3] H1L1 Fab-H16-
7.8[ENPP3] HiLl CH1 (G4S)2 [aCD3] H1.32 L1.47 scFv(GKPGS)4-1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - H16-7.8[ENPP3]_H1_IgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 513)

QOVQOLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWSWIRQHPGKGLEWIGIIYYSGSTYYNPSLKSRVTISVDTSK
NQFSLKLNSVTAADTAVFYCARVAIVTITIPGGMDVWGQGTTVIVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTH
TCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKEFNWYVDGVEVHNAKTKPREEEYNSTYRV
VSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAV
EWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - H16-

7.8[ENPP3]_H1_CH1_(G4S)2_[aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216) lgG1_C220S/PVA_/S267K/S364K/E35
7Q (SEQ ID NO: 514)
OVQOLQESGPGLVKPSQTLSLTCTVSGGSISSGGYYWSWIRQHPGKGLEWIGIIYYSGSTYYNPSLKSRVTISVDTSK
NQFSLKLNSVTAADTAVFYCARVAIVTITIPGGMDVWGQGTTVIVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVK
DYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGG
SGGGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRF
TISRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTIVSS/GKPGSGKPGSGKPGSGKPGS/
QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTI
SGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRT
PEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - H16-7.8[ENPP3]_L1 (SEQ ID NO: 515)
EIVLTQSPDFQSVTPKEKVTITCRASQSIGISLHWYQQOKPDQSPKLLIKYASQSEFSGVPSREFSGSGSGTDFTLTINS
LEAEDAATYYCHQSRSFPWIFGQGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 20B

>XENP28438 AN1[aENPP3] H1L1 Fab-AN1[aENPP3] H1L1 CH1 (G4S)2 [aCD3] H1.32 L1.47 scFv(GKPGS)4-
IgG1 pl(-) lIsosteric A /PVA /S267K/L368D/K370S-Fc(216) lgG1l C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1_IgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 516)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEWVSYISSGGGTTYYLDSVKGREFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVEFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSDIAVEW
ESDGOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVESCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1_CH1_(G4S)2_[aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/E
357Q (SEQ ID NO: 517)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGKRLEWVSYISSGGGTTYYLDSVKGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTI
SRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QA
VVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISG
AQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 518)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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Figure 20C

>XENP29438 AN1[aENPP3] H1.8 L1 Fab-
AN1[aENPP3] H1.8 L1 CH1 (G4S)2 [aCD3] H1.32 L1.47 scFv(GKPGS)4-l1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 519)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 520)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTI
SRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QA
VVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISG
AQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 521)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIKYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 20D

>XENP29467 AN1[aENPP3] H1.8 L1.33 Fab-
AN1[aENPP3] H1.8 11.33 CH1 (G4S)2 [aCD3] H1.32 L1.47 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 522)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 523)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTI
SRDDSKNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QA
VVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISG
AQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 524)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 21

>XENP30469 AN1[aENPP3] H1.8 L1 Fab-
AN1[aENPP3] H1.8 L1 CH1 (G4S)2 [aCD3] L1.47 H1.30 scFv(GKPGS)4-l1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 525)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.30_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 526)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 527)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIKYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 22A

>XENP30470 AN1[aENPP3] H1.8 L1 Fab-
AN1[aENPP3] H1.8 L1 CH1 (G4S)2 [aCD3] L1.47 H1.32 scFv(GKPGS)4-1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 528)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.32_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 529)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 530)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIKYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 22B

>XENP30819 AN1[aENPP3] H1.8 L1.33 Fab-
AN1[aENPP3] H1.8 11.33 CH1 (G4S)2 [aCD3] L1.47 H1.32 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 531)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.32_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 532)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 533)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 22C

>XENP30821 AN1[aENPP3] H1.8 L1.77 Fab-
AN1[aENPP3] H1.8 11.77 CH1 (G4S)2 [aCD3] L1.47 H1.32 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 534)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.32_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 535)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.77 (SEQ ID NO: 536)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYESESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 23A

>XENP31148 AN1[aENPP3] H1.8 L1 Fab-
AN1[aENPP3] H1.8 L1 CH1 (G4S)2 [aCD3] L1.47 H1.89 scFv(GKPGS)4-l1gG1 pl(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 537)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.89_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 538)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDEYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1 (SEQ ID NO: 539)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIKYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 23B

>XENP31149 AN1[aENPP3] H1.8 L1.33 Fab-
AN1[aENPP3] H1.8 11.33 CH1 (G4S)2 [aCD3] L1.47 H1.89 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(222) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 540)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -

AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.89_scFv(GKPGS)4_Fc(222) IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 541)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDEYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 542)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 23C

>XENP31150 AN1[aENPP3] H1.8 L1.77 Fab-
AN1[aENPP3] H1.8 1L1.77 CH1 (G4S)2 [aCD3] L1.47 H1.89 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(222) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 543)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -

AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.89_scFv(GKPGS)4_Fc(222) IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 544)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDEYVSWFAYWGQGTLVTVSS/GGGGSGGGGSKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.77 (SEQ ID NO: 545)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYESESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC



61/116

Figure 23D

>XENP31419 AN1[aENPP3] H1.8 L1.33 Fab-
AN1[aENPP3] H1.8 11.33 CH1 (G4S)2 [aCD3] L1.47 H1.89 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_lIsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 546)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.89_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 547)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDEYVSWFAYWGQGTLVTVSS/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQOGNVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.33 (SEQ ID NO: 548)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYASESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 23E

>XENP31471 AN1[aENPP3] H1.8 L1.77 Fab-
AN1[aENPP3] H1.8 1L1.77 CH1 (G4S)2 [aCD3] L1.47 H1.89 scFv(GKPGS)4-1gG1 pi(-
) Isosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - AN1[aENPP3]_H1.8_lgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 549)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -
AN1[aENPP3]_H1.8_CH1_(G4S)2_[aCD3]_L1.47_H1.89_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/
E357Q (SEQ ID NO: 550)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCGGGGSG
GGGS/QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGK
AALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGSL
RLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAV
YYCVRHGNFGDEYVSWFAYWGQGTLVTVSS/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQOGNVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - AN1[aENPP3]_L1.77 (SEQ ID NO: 551)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIEYESESISGIPSREFSGSGSGTDFTLTINS
LEAEDAATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 46

> XENP016432 Nivolumab HOLO 1gG1 PVA /S267K

XENP016432 Nivolumab_HOLO_IgG1_PVA_/S267K Heavy Chain (SEQ ID NO: 552)
QVQLVESGGGVVQPGRSLRLDCKASGITFSNSGMHWVRQAPGKGLEWVAVIWYDGSKRYYADSVKGRETISRDNSKN
TLFLQMNSLRAEDTAVYYCATNDDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVS
WNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPPV
AGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQD
WLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPEN
NYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEALHNHYTQKSLSLSPGK

XENP016432 Nivolumab_HOLO_IgG1_PVA_/S267K Light Chain (SEQ ID NO: 553)
EIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQAPRLLIYDASNRATGIPARFSGSGSGTDFTLTISS
LEPEDFAVYYCQQSSNWPRTFGQGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 62A

>XENP18087 [aSSTR2] H1.143 L1.30 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4 Fc(216) IgG1l PVA /S267K pl(-
)_Isosteric A_L368D/K370S-1gG1_C220S/5364K/E357Q

Chain 1 - [aSSTR2]_H1.143_IgG1_PVA_/S267K_pl(-)_lsosteric_A_L368D/K370S (SEQ ID NO: 554)
EVQLVESGGGLVQPGGSLRLSCAASGFTFSDYGMAWFRQAPGKGLEWVSFISNLGYSIYYADSVKGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARAPYDYDSFDPMDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
YFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHT
CPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVV
SVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEFYPSDIAVE
WESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/5S364K/E357Q (SEQ ID NO: 555)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVILTCGSSTGAVTTSNYANWVQQOKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - [aSSTR2]_L1.30 (SEQ ID NO: 556)
DIVMTQSPDSLAVSLGERATINCKSSQSLLNSRNRKNYLAWYQQKPDQSPKLLIYWASTRESGVPDRFSGSGSGTDF
TLTISSLQAEDVAVYYCKQSYYLWIFGGGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQW
KVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP23535 [aFAP] HOLO Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-lgG1l pl(-
)_Isosteric_A_/PVA_/S267K/L368D/K370S-Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q

Chain 1 - [aFAP]_HO_IgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 557)
QVQLVQSGAEVKKPGASVKVSCKTSRYTFTEYTIHWVRQAPGQRLEWIGGINPNNGIPNYNQKFKGRVTITVDTSAS
TAYMELSSLRSEDTAVYYCARRRIAYGYDEGHAMDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLV
KDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKT
HTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKEFNWYVDGVEVHNAKTKPREEEYNSTYR
VVSVLTVLHQDWLNGKEYKCKVSNKALPAPTIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIA
VEWESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_IgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 558)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDS
KNTLYLOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQE
PSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPED
EADYYCALWYSNHWVFGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVK
HEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VESCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - [aFAP]_LO (SEQ ID NO: 559)
DIVMTQSPDSLAVSLGERATINCKSSQSLLYSRNQKNYLAWYQQKPGQPPKLLIFWASTRESGVPDRFSGSGFGTDF
TLTISSLQAEDVAVYYCQQYFSYPLTFGQGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQ
WKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 62B

>XENP25967 [aFAP] H1L1 Fab-
[aFAP] H1L1 Fab (G4S)2 [aCD3] H1.32 11.47 scFv(GKPGS)4 (G4S)2 IgG1l PVA /S267K-pl(-
) Isosteric A L368D/K370S-1gG1 C220S/S364K/E357Q

Chain 1 - [aFAP]_H1_lgG1_PVA_/S267K-pl(-)_lsosteric_A_L368D/K370S (SEQ ID NO: 560)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSGISGSGGSTYYADSVKGREFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCAKISFYPGGTYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWN
SGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFL
FPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGEYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWEQGDVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aFAP]_H1_(G4S)2_[aCD3]_H1.32_L1.47_scFv(GKPGS)4_(G4S)2_IgG1_C220S/S364K/E357Q (SEQ ID NO: 561)
EVOLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVROAPGKGLEWVSGISGSGGSTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCAKISFYPGGTYFDYWGQGTLVTVSS/ASTKGP SVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWN
SGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC/GGGGSGGGGS/EVQLVESGG
GLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRFTISRDDSKNTLYLOMNSLRAE
DTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPGGTVTLTCGSST
GAVTTSNYANWVQQOKP GKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALT ISGAQPEDEADY YCALWY SNHWVFGGGTKLTV
L/GGGGSGGGGS /KTHTCPPCPAPPVAGP SVFLFPPKPKDTLMI SRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNAKTKP
REEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAP IEKT I SKAKGQPREPQVY TLPP SREQMTKNQVKLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - [aFAP]_L1 (SEQ ID NO: 562)
DIQMTQSPSSLSASVGDRVTITCRASQSISSYLNWYQQOKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPED
FATYYCQQSYSSPYTFGQGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESV
TEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

>XENP28925 [aENPP3] H1.8 L1 Fab-[aCD3] H1.30 L1.47 scFv(GKPGS)4-1gG1 pl(-
) lIsosteric A /PVA /S267K/L368D/K370S-Fc(216) 1gG1 C220S/PVA /S267K/S364K/E357Q

Chain 1 - [dENPP3]_H1.8_lgG1_pl(-)_lsosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 563)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGREFTISRDNAKNSLYLQ
MNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWN
SGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTCPPCPAPPVAGPSVFEFL
FPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKEFNWYVDGVEVHNAKTKPREEEYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEWESDGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWEQGDVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 - [aCD3]_H1.30_L1.47_scFv(GKPGS)4_Fc(216)_lgG1_C220S/PVA_/S267K/S364K/E357Q (SEQ ID NO: 564)

EVQLVESGGGLVQPGGSLRLSCAASGEFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLY
LOMNSLRAEDTAVYYCVRHGNFGDSYVSWFAYWGQGTLVTIVSS/GKPGSGKPGSGKPGSGKPGS/QAVVTQEPSLTVSPGGT
VTLTCGSSTGAVITSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTISGAQPEDEADYYCALWY SNHWV
FGGGTKLTVL/EPKSSDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKFNWYVDGVEVHNA
KTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLV
KGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - [dENPP3]_L1 (SEQ ID NO: 565)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQOKPDQSPKLLIKYASESISGIPSRFSGSGSGTDFTLTINSLEAED
AATYYCQQSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESV
TEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 62C

>XENP30458 [aSSTR2] H1.24 L1.30_Fab-

[aSSTR2] H1.24 L1.30_Fab_(G4S)2 [aCD3] H1.32 L1.47 scFv(GKPGS)4-IgG1 pl(-
)_Isosteric A_PVA_/S267K/L368D/K370S/M428L/N434S-

Fc(222) 1gsG1 PVA /S267K/S364K/E357Q/M428L/N434S

Chain 1 - [aSSTR2]_H1.24_1gG1_pl(-)_Isosteric_A_PVA_/S267K/L368D/K370S/M428L/N434S (SEQ ID NO: 566)
EVQLVESGGGLVQPGGSLRLSCAASGFTFSDYGMAWFRQAPGKGLEWVSFISNLAYSIYYADSVKGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARAPYDYDSFYPMDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
YFPEPVTVSWNSGALTSGVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHT
CPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVV
SVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVE
WESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVFSCSVLHEALHSHYTQKSLSLSPGK

Chain 2 -

[aSSTR2]_H1.24_[aCD3]_H1.32_L1.47_scFv(GKPGS)4_Fc(222) 1gG1_PVA_/S267K/S364K/E357Q/M428L/N434S
(SEQ ID NO: 567)
EVQLVESGGGLVQPGGSLRLSCAASGEFTFSDYGMAWFRQAPGKGLEWVSFISNLAYSIYYADSVKGRFTISRDNAKN
SLYLQMNSLRAEDTAVYYCARAPYDYDSFYPMDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
YFPEPVTIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC/GGGG
SGGGGS/EVQLVESGGGLVQPGGSLRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKANNYATYYADSVKGRF
TISRDDSKNTLYLQOMNSLRAEDTAVYYCVRHGNEFGDSYVSWFAYWGQGTLVTVSS/GKPGSGKPGSGKPGSGKPGS/
QAVVTQEPSLTVSPGGTVTLTCGSSTGAVTITSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGGKAALTI
SGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GGGGSGGGGS/KTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISR
TPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQOGNVFSCSVLHEALHSHYTQKSLSLSPGK

Chain 3 - [aSSTR2]_L1.30 (SEQ ID NO: 568)
DIVMTQSPDSLAVSLGERATINCKSSQSLLNSRNRKNYLAWYQQKPDQSPKLLIYWASTRESGVPDRFSGSGSGTDF
TLTISSLQAEDVAVYYCKQSYYLWIFGGGTKVEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQW
KVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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Figure 62D

>XENP31149 [aENPP3] H1.8 L1.33_Fab-
[0ENPP3] H1.8 L1.33 CH1 (G4S)2 [aCD3] L1.47 H1.89 scFv(GKPGS)4-1gG1l pl(-
)_Isosteric_A_/PVA_/S267K/L368D/K370S-Fc(222) 1gG1_C220S/PVA_/S267K/S364K/E357Q

Chain 1 - [aENPP3]_H1.8_IgG1_pl(-)_Isosteric_A_/PVA_/S267K/L368D/K370S (SEQ ID NO: 569)
EVQLVESGGGLVQPGGSLRLSCAASGFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGREFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVITVPSSSLGTQTYICNVNHKPSDTKVDKKVEPKSCDKTHTC
PPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVKHEDPEVKENWYVDGVEVHNAKTKPREEEYNSTYRVVS
VLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCDVSGFYPSDIAVEW
ESDGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWEQGDVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 2 -

[0ENPP3]_H1.8_CH1 (G4S)2_[aCD3]_L1.47_H1.89 scFv(GKPGS)4_Fc(222) IgG1_C220S/PVA_/S267K/S364K/E35
7Q (SEQ ID NO: 570)
EVQLVESGGGLVQPGGSLRLSCAASGEFAFSNYGMSWVRQAPGQRLEWVSYISSGGGTTYYLDSVTGRFTISRDNAKN
SLYLOMNSLRAEDTAVYYCARHRRVYYGYYFDYWGQGTLVTVSS/ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDY
FPEPVIVSWNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC/GGGGS
GGGGS/QAVVTQEPSLTVSPGGTVTILTCGSSTGAVTTSNYANWVQQKPGKSPRGLIGGTNKRAPGVPARFSGSLLGG
KAALTISGAQPEDEADYYCALWYSNHWVFGGGTKLTVL/GKPGSGKPGSGKPGSGKPGS/EVQLVESGGGLVQPGGS
LRLSCAASGFTFSTYAMNWVRQAPGKGLEWVGRIRSKYNNYATYYADSVKGRFTISRDDSKNTLYLOQMNSLRAEDTA
VYYCVRHGNFGDEYVSWFAYWGQGTLVTVSS/GGGGSGGGGS/KTHTCPPCPAPPVAGPSVFLFPPKPKDTLMISRT
PEVTCVVVDVKHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREQMTKNQVKLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK

Chain 3 - [0ENPP3]_L1.33 (SEQ ID NO: 571)
DILLTQSPDFQSVTPKEKVTITCRASQSIGTSIHWYQQKPDQSPKLLIEYASESISGIPSRFSGSGSGTDFTLTINS
LEAEDAATYYCQQOSNSWPYTFGGGTKLEIK/RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNA
LQOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
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[aSSTR2] H1.24 11.30

sequence SEQ ID NO:
Variable EVQLVESGGGLVQPGGSLRLSCAASGF TFSDYGMAWFRQAPGKGLEW
heavy (vh) VSFISNLAYSIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVY
domain YCARAPYDYDSFYPMDYWGQGTLVTVSS 572
vhCDR1 DYGMA 573
vhCDR2 FISNLAYSIYYADSVKG 574
vhCDR3 APYDYDSFYPMDY 575
Variable DIVMTQSPDSLAVSLGERATINCKSSQSLLNSRNRKNYLAWYQQKPD
light (vl) QSPKLLIYWASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYC
domain KQSYYLWTFGGGTKVEIK 576
v1CDR1 KSSQSLLNSRNRKNYLA 577
v1CDR2 WASTRES 578
v1CDR3 KQSYYLWT 579
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