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FIG. 2A (cont’d)

HL-60 SHI-1

!
I
. ;

: % ponition culs
BT LY
|

|

Count

positivn 1405
il 6%

Cowd

FIG. 2B




4/61

(% BU VLD

i

Fi

Hhdid LR

(% £0' U0 %

998020
sajhoouow

- SILOIONOW

%01 0N120

I

A

Lidd

% 000120

6902
ot

T

% 2004070

&% 18ENe

sa1A00ydwA]

CRTR " ivd )

(% 1088700

: 3 JOHdINAT

04

sa1hooydwiA|

Old




Courd

5/61

FIG. 3A

AML Cell Lines

Kasumi-1

SHi-1

e ———
Sy

| 90.6%

Courd

Dmard

]
i

MV 4-11

MOLM-13

L posie catls

ot
o

Cound
s ———




FIG. 3A (cont’d)
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FIG. 4A (cont’d)
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FIG. 5A (cont’d)
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FIG. 7A (cont’d)
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FIG. 10 (Continued)
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FIG. 11

mRNA expression (Log;, RQ)
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FIG. 13
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FIG. 15
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FIG. 16
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FIG. 16 (continued)
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FIG. 17
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FIG 27

Gene Synthesis of optimized sequences for expression in Mammalian cells

SIP-scFv(14721-P1-A1)-hCD28hinge-hCD28TMD-41BB-CD3zeta cDNA - 1 506bp
ggatccgeegecaccATGAAGCACCTGTGGTTTTTCCTGCTGCTGGTGGCCGCCCCCAGGTGGGTTCTGAGCCAGG
TGCAGCTGCAGCAGTCCGGCCCTGGCCTGGTGCAGCCTAGCAGAACCCTGAGCCTGACATGTGCCATCAGCGGCGA
TTCCATCTCCAGCAATACCGCCTCCTGGAACTGGATCAGACAGAGCCCTAGCAGGGGCCTGGAGTGGGTGGGCAAG
ACAGAGTACAGATCCGGCTGGTTCTTCGAGTACGCCCCCTCCGTGGGCGGCAGAGTGAATATCTCCCCCGATACAA
GCAAGAACCAGTTCAGCCTGCAGCTGAATAGCGTGACACCTGAGGATACAGCCGTGTACTTCTGCGCCAGGGACTC
CTACAATGACTACGATAACGACGGCTTTGACATCTGGGGCCAGGGCACACTGGTGACAGTGAGCAGCGGLGGLGGL
GGAAGCGGAGGAGGAGGATCTGGCGGCGGCGGTAGCGGAGGAGGTGGATCTCAGTCCGTGCTGACCCAGCCCCCC
A GCGTGTCCGCTGCTCCTGGACAGAAGGTGACCATCAGCTGCAGCGGCTCCTCCTCCAATATCGGCTCCAACTACGT
GGCCTGGTACCAGCAGCTGCCCGGCACAGCCCCCAAGCTGCTGATCTACGACACCAACAAGAGGCCCAGCGGCATC
CCCGATAGGTTTAGCGGCTCCAAGAGCGGCACATCCGCCACCCTGGGCATCACCGGCCTGCAGACAGGCGATGAGG
CCGACTACTACTGTGGCACATGGGACAGCTCCCTGAGCGCCGAGGTGTTCGGCACAGGCACAAAGGTGACCGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGGTGCTGGTGGTGGTGGGCGGCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGCCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegae (SECID NO: 24)

SIP-scFv(14721-P1-C1)-hCD28hinge-hCD28TMD-41BB-CD3zeta cDNA - 1 506bp
ggatccgeegecaccATGAAGCACCTGTGGTTTTTCCTGCTGCTGGTGGCCGCCCCTAGATGGGTGCTGTCCCAGG
TGCAGCTGCAGCAGAGCGGCCCTGGCCTGGTGAAGCCCAGCCAGACCCTGTCCCTGACCTGCGCCATCAGCGGCGA
TAGCGTGAGCAGCAACTCCGCCAGCTGGAATTGGATCAGGCAGTCCCCCAGCAGGGGCCTGGAGTGGCTGGGAAAG
ACAGAGTACAGATCCAAGTGGTACTACGAGTTTGCCCCTAGCGTGAAGAGCAGAATCACCATCACCCCTGATACCA
GCAAGAACCAGTTTTCCCTGCAGCTGAATTCCGTGACCCCTGAGGACACCGCCGTGTACTACTGCGTGAGAGACTC
CTACAACGGCTACGATTTTGACGGCTTCGATATCTGGGGCCAGGGCACCCTGGTGACCGTGTCCAGCGGCGGAGGC
GGAAGCGGAGGAGGAGGAAGCGGCGGAGGAGGCAGCGGAGGAGGTGGAAGCCAGAGCGTGCTGACACAGCCCCC
TA GCGTGTCCGCCGCCCCAGGACAAAAGGTGACAATCAGCTGCTCCGGCTCCTCCTCCAATATCGGCAGCAACTACGT
GGCCTGGTACCAGCAGCTGCCTGGCACAGCCCCCAAGCTGCTGATCTACGACACCAATAAGAGGCCCTCCGGCATC
CCCGATAGATTCTCCGGCTCCAAGAGCGGCACATCCGCCACCCTGGGCATCACCGGCCTGCAGACAGGCGATGAGG
CCGACTACTACTGTGGCACATGGGATTCCTCCCTGTCCGCCGAGGTGTTTGGCACCGGCACAAAGGTGACCGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGGTGCTGGTGGTGGTGGGCGGCGTGCTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGCCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SEQ ID NO: 25)

SIP-scFv(14721-P1-F1)-hCD28hinge-hCD28TMD-41BB-CD3zeta cDNA - 1 506bp
ggatccgeegecaccATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCCCCTAGATGGGTGCTGAGCCAGG
TGCAGCTGCAGCAGTCCGGCCCTGGCCTGGTGAAGCCTTCCCAGACACTGTCCCTGACATGTGCCATCAGCGGCGA
CTCCGTGTTCTCCAATAGCGCCAGCTGGAATTGGATCAGACAGAGCCCCTCCAGAGGCCTGGAGTGGCTGGGCAAG
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ACAGAGTACAGGTCCAAGTGGTTTGACGAGTACGCCCCCAGCGTGAAGGGCAGAATCGCCATCAGACCTGACACCT
CCAAGAACCAGGTGTCCCTGCAGCTGAATAGCGTGACCCCCGAGGACACCGCCGTGTACTACTGTGTGAGAGATAG
CTACAACGGCTACGATTTTGATGGCTTTGACATCTGGGGCCAGGGCACCCTGGTGACCGTGAGCTCCGGLCGGAGGL
GGAAGCGGAGGAGGAGGAAGCGGCGGAGGCGGTAGCGGAGGAGGTGGAAGCCAGAGCGTGCTGACCCAGCCTCC
TAGCGTGAGCGCCGCCCCTGGACAGCAGGTGATCATCTCCTGCAGCGGCTCCAGCTCCAACGTGGGCAATAACTACG
T GGCCTGGTACCAGCAGGTGCCCGGCGCTGCTCCCAGGCTGCTGATCTACGACAACTACAAGAGACCCTCCGGLATC
CCCGACAGGTTTTCCGGCAGCAAGTCCGGCACCTCCGCCACCCTGGGCATCACCGGACTGCAGAGLCGGCGALCGAGG
CCGACTACTACTGTGGCAGCTGGGATAGCTCCCTGAGCGCCGAGGTGTTTGGCGGLCGGCACCAAGCTGACAGCCCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGGTGCTGGTGGTGGTGGGLGGCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SEQ 1D NO: 26)

SIP-scFv(14721-P1-G1)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTTTTCCTGCTGCTGGTGGCCGCCCCCAGGTGGGTTCTGAGCCAGG
TGCAGCTGCAGCAGTCCGGLCCCTGGCCTGGTGAAGCCCTCCCAGACACTGAGCCTGACATGCGCCATCTCCGGLGA
CAGCGTGTTCAGCACCACCGCCAGCTGGAATTGGATCAGACAGAGCCCCAGCAGAGGCCTGGAGTGGCTGGGCAAG
ACCGAGTACAGGAGCAAGTGGTTCGACGAGTACGCCCCCAGCGTGAAGGGCAGGATCGCCATCAGACCTGACACAT
CCAGAAATCAGGTGAGCCTGCAGCTGAATAGCATGACACCCGAGGATACCGCCGTGTACTTCTGTGTGAGAGACAG
CTACAACGGCTACGACTTCGACGGCTTCGACATCTGGGGCCAGGGCACAACAGTGACAGTGAGLTCCGGLGGLGGL
GGCTCTGGAGGAGGAGGATCTGGCGGCGGCGGAAGCGGAGGAGGAGGTTCTCAGAGCGTGGTGACACAGCLCLCCC
A GCGTGAGCGCCGCTCCTGGACAAAAGGTGACCATCTCCTGCTCCGGCAGCAGCAGCAACATCGGCAATAACTACGT
GTCCTGGTACCAGCAGCTGCCTGGCACCGCCCCCAAGCTGLTGATCTACGACAACAATAAGAGGCCCAGCGGCATC
CCTGACAGATTCTCCGGCTCCAAGAGCGGCACCTCCGCCACCCTGGGCATCACAGGCCTGCAGACAGGCGACGAGG
CCGACTACTACTGTGGCACATGGGATAGCTCCCTGTCCGCCGAGATGTTTGGCGGCGGCACCAAGGTGACCGTGLT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGAETGCTGGTGGTGGTGGGCGGLCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SEQ 1D NO: 27)

SIP-scFv(14721-P1-C2)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTTTTCCTGCTGCTGGTGGCCGCCCCTAGGTGGGTGCTGAGCCAGG
TGCAGCTGCAGCAGAGCGGCCCTGGCCTGGTGAAGCCCAGCCAGACCCTGTCCCTGACATGCGCCATCAGCGGLGA
TAGCGTGTCCAGCAATAGCGCCTCCTGGAATTGGATCAGACAGAGCCCTAGCAGAGGCCTGGAGTGGCTGGGCAAG
GTGGAGTACAGGTCCAAGTGGTACGATGAGTACGCCCCCTCCGTGAAGAGCAGAATCGCCATCAGACCTGACACAT
CCAAGAACCAGGTGAGCCTGCACCTGATCTCCGTGACACCTGATGATACAGCCGTGTACTACTGCGCCAGGGACLCTC
CTACAACGGCCACGCCTTCGATGGCTTTGATGTGTGGGGCCAGGGCACACTGGTGACCGTGTCCAGCGGLGGLGGL
GGATCTGGAGGAGGAGGAAGCGGCGGLCGGAGGCTCTGGAGGAGGTGGAAGCCAGTCCGTGCTGACCCAGCCLCCC
T CCGTGAGCGCTGCTCCAGGACAGAAGGTGACAATCAGCTGCTCCGGCTCCAGCTCCAACATCGGCGATAATCTGGT
GAGCTGGTACCAGCAGCTGCCTGGCACAGCCCCTAAGCTGCTGATCTACGATAACAATAAGAGACCCTCCGGCATC
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CCCGACAGGTTCAGCGGCAGCAAGTCCGGCACCTCCGCCACACTGGACATCACAGGCLCTGCAGACCGGLCGALGAGG
CCGACTACTACTGCGAGAGCTGGGATAACAACCTGACCGCCGAGGTGTTCGGCACCGGCACAAAGGTGACAGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGAETGCTGGTGGTGGTGGGCGGLCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtcgac (SEQLID NO: 28)

SIP-scFv(14721-P1-F2)-hCD28hinge-hCD28TMD-41BB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTCTTCCTGCTGCTGGTGGCCGCCCCCAGATGGGTGCTGTCCCAGG
TGCAGCTGCAGCAGTCCGGLCCCCGGACTGGTGAAGCCTTCCCAGACCCTGAGCCTGACCTGCGCCATCAGCGGCGA
CTCCGTGTTTAGCAACTCCGCCTCCTGGAACTGGATCAGACAGTCCCCCTCCAGAGGCCTGGAGTGGCTGGGCAAG
ACAGAGTACAGGAGCAAGTGGTTTGACGAGTACGCCCCTTCCGTGAAGGGCAGGATCGCCATCAGACCCGATACCT
CCAAGAATCAGGTGAGCCTGCAGCTGAATAGCGTGACACCCGAGGACACCGCCGTGTACTACTGTGTGAGAGACTC
CTACAATGGCTACGACTTCGACGGCTTTGACATCTGGGGCCAGGGCACCCTGGTGACCGTGTCCAGCGGCGGAGGL
GGAAGCGGAGGAGGAGGAAGCGGCGGAGGAGGLTCCGGAGGAGGAGGTTCCCAGAGCGTGCTGACCCAGLCCCCCT
AGCGTGAGCGCCGCTCCTGGACAGAAGGTGACCATCAGCTGCTCCGGCGGCTCCAGCAACATCGAGAAGAACTALCGT
GAGCTGGTACCAGCAGCTGCCTGGCACAGCCCCTAAGCTGCTGATCTACGACACCAATAAGAGGCCTAGCGGCATC
CCCGACAGATTCAGCGGCTCCAAGTCCGGCACAAGCGCCACACTGGGCATCACCGGLCTGCAGACCGGLGACGAGEG
CCGATTACTACTGTGGCGCCTGGGATAATATCCTGAACTCCGAGATGTTCGGCGGCGGCACAAAGCTGACAGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGAETGCTGGTGGTGGTGGGCGGLCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SECHID NO: 29)

SIP-scFv(14721-P1-H2)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCCCCCAGATGGGTGCTGAGCCAGG
TGCAGCTGCAGCAGAGCGGCCCTGGCLTGGTGAAGCCTTCCCAGACACTGAGCCTGACCTGTGCCATCAGCGGLGA
TAGCGTGTTTAGCAACAGCGCCAGCTGGAATTGGATCAGGCAGAGCCCTTCCAGGGGCLCTGGAGTGGCTGGGCAAG
ACCGAGTACAGGTCCAAGTGGTTCGATGAGTACGCCCCTAGCGTGAAGGGCAGGATCGCCATCAGGCCTGACACCT
CCAAGAACCAGGTGTCCCTGCAGCTGAATTCCGTGACACCTGAGGATACCGCCGTGTACTACTGCGTGAGGGATTC
CTACAACGGCTACGACTTCGACGGCTTTGATATCTGGGGCCAGGGCACACTGGTGACAGTGTCCTCCGGLCGGLGGL
GGAAGCGGAGGAGGAGGATCTGGCGGCGGCGGTTCCGGAGGAGGAGGTTCTCAGTCCGTGGTGACCCAGLCCTCCC
A GCGTGAGCGCCGCTCCTGGACAGAAGGTGACCATCAGCTGTAGCGGCAGCTCCTCCAACATCGGCAACAACTACGT
GTCCTGGTACCAGCAGCTGCCCGGCACCGCCCCAAAGCTGCTGATCTACGATAATAATAAGAGACCTTCCGGCATC
CCCGATAGATTTTCCGGCAGCAAGAGCGGCACAAGCGCCACCCTGGGCATCACAGGCLCTGCAGACCGGCGACGAGG
CCGATTACTACTGCGGCACCTGGGATAGCAGCCTGTCCGCCGAGGTGTTTGGCGGLCGGCACCAAGCTGACCGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGGTGCTGGTGGTGGTGGGLGGLGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
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GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac {SEC 1D NO: 30)

SIP-scFv(14721-P1-H3)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTTTTCCTGCTGCTGGTGGCCGCCCCCAGGTGGGTTCTGTCCCAGG
TGCAGCTGCAGCAGAGCGGCCCCGGACTGGTGAAGCCCAGCCAGACACTGAGCCTGACATGTGACATCTCCGGCGA
TTCCGTGTTCTCCAACACAGCCAGCTGGAATTGGATCAGGCAGAGCCCCAGCAGGGGCCTGGAGTGGCTGGGAAAG
ACAGAGTACAGATCCCAGTGGCTGCACGAGTACGCCCCTTCCGTGAGATCCAGGATCGCCATCAGACCCGACALCT
CCAAGAACCAGGTGTCCCTGCAGCTGTCCTTCGTGACCCCCGAGGACACCGCCGTGTACTACTGTGTGAGGGATTC
CTACAATGGCTACGCCTTCGATGGCTTTGACACCTGGGGCCAGGGCACCCTGGTGACCGTGAGCAGLCGGLGGAGGL
GGAAGCGGAGGAGGAGGAAGCGGCGGAGGAGGCTCCGGAGGAGGAGGTAGCCAGAGCGTGGTGACCCAGLCLCCC
CA GCGTGTCCGCTGCTCCTGGACAGAAGGTGACCATCAGCTGTTCCGGCAGGAACTCCAACATCGCCAACAACTTTGT
GTCCTGGTACAGACAGCTGCCTGGCACCGCCCCTAAGCTGCTGATCTACGACAATAATAAGAGGCCTAGCGGCATC
CCCGATAGATTCTCCGGCTCCAAGAGCGGCACATCCGCCACCLCTGGCCATCACCGGCCTGCAGACCGGLCGALCGAGG
CCGATTACTACTGCGAGTCCTGGGATAGCTCCCTGACCGCCGAGGTGTTTGGCACCGGCACCAAGGTGACCGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGAETGCTGGTGGTGGTGGGCGGLCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SEQ 1D NO: 31)

SIP-scFv(14722-P1-F12)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCCCCTAGGTGGGTGCTGAGCCAGG
TGCAGCTGCAGCAGTCCGGCCCTGGCCTGGTGAAGCCCAGCCAGACACTGAGCCTGACCTGTGCCATCTCCGGCGA
CTCCGTGTCCAGCAACAGCGCCTCCTGGAACTGGATCAGACAGTCCCCTAGCAGGGGLCLTGGAGTGGCTGGGCAAG
GTGGAGTACAGATCCAAGTGGTACGATGAGTACGCCCCCAGCGTGAAGAGCAGAATCGCCATCAGACCTGACACCA
GCAAGAACCAGGTGTCCCTGCACCTGATCAGCGTGACCCCTGATGACACAGCCGTGTACTACTGCGCCAGAGATAG
CTACAACGGCCACGCCTTTGATGGCTTTGATGTGTGGGGCCAGGGCACAATGGTGACCGTGAGCTCCGGLGGLGGL
GGATCTGGAGGAGGAGGAAGCGGLCGGLCGGCGGTTCTGGAGGAGGTGGAAGCCAGAGCGTGGTGACACAGCCTCCC
T CCGTGTCCGCCGCCCCTGGACAAAAGGTGACCATCTCCTGCAGCGGCAGCAGCAGCAACATCGGCAATAACTALCGT
GTCCTGGTACCAGCAGCTGCCTGGCACAGCCCCCAAGCTGCTGATCTACGACAACAATAAGAGGCCCAGCGGCATC
CCCGACAGGTTCTCCGGCTCCAAGTCCGGCACCTCCGCCACACTGGGCATCACAGGCCTGCAGACCGGCGACGAGG
CCGACTACTACTGTGGCACCTGGGATTCCAGCCTGAGCGCCGAGGTGTTTGGCGGCGGCACAAAGGTGACAGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGAETGCTGGTGGTGGTGGGCGGLCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SEQ 1D NO: 32)
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SIP-scFv(14722-P2-B8)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatccgecgecaccATGAAGCACCTGTGGTTTTTTCTGCTGCTGGTGGCCGCCCCCAGATGGGTGCTGAGCCAGG
TGCAGCTGCAGCAGTCCGGLCCCTGGCCTGGTGAAGCCTTCCCAGACACTGTCCCTGACCTGCGCCATCAGCGGCGA
CAGCGTGAGCAGCAATTCCGCCAGCTGGAACTGGATCAGGCAGTCCCCCAGCAGGGGCCTGGAGTGGCTGGGAAAG
GTGGAGTACAGGAGCAAGTGGTACGACGAGTACGCCCCCAGCGTGAAGAGCAGAATCGCCATCAGGCCCGACACAT
CCAAGAATCAGGTGAGCCTGCACCTGATCAGCGTGACCCCCGATGACACAGCCGTGTACTACTGCGCCAGAGACTC
CTACAACGGCCACGCCTTCGACGGCTTTGACGTGTGGGGCCAGGGCACAATGGTGACAGTGAGCTCCGGLGGLGGL
GGCTCTGGAGGAGGAGGATCTGGCGGCGGCGGAAGCGGAGGAGGAGGTTCTCAGAGCGTGCTGACCCAGLCCCCCT
A GCCTGAGCGCCGCTCCTGGACAGAGAGTGACCATCAGCTGCTCCGGCACAACCTCCAATATCGCCAATAATTTCGT
GTCCTGGTACCAGCAGCTGTCCGGCTCCGCCCCCAAGCTGCTGATCAATGACAATAACAAGAGACCCTCCGGCATC
CCCGATAGGTTCTCCGGCAGCAAGTCCGGCGCCTCCGLCACACTGGLCATCACCGGALCTGCAGACAGAGGALCGAGG
CCGACTACTACTGTGGCGTGTGGGACAACAGCCTGAATGCCGAGGTGTTTGGCGGCGGCACCAAGGTGACCGTGCLT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGAETGCTGGTGGTGGTGGGCGGLCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac (SEC 1D MNO: 33)

SIP-scFv(14722-P2-B11)-hCD28hinge-hCD28TMD-4IBB-CD3zeta cDNA - 1 506bp
ggatcegecgecaccATGAAGCACCTGTGGTTTTTCCTGCTGCTGGTGGCCGCCCCTAGGTGGGTGCTGTCCCAGG
TGCAGCTGCAGCAGTCCGGLCCCCGGACTGGTGAAGCCTTCCCAGACCCTGAGCCTGACATGTGCCATCTCCGGCGA
CAGCGTGTCCTCCAACTCCGCCAGCTGGAACTGGATCAGGCAGTCCCCTTCCAGAGGCCTGGAGTGGLTGGGCAAG
ACAGAGTACAGAAGCAAGTGGTACTACGAGTTTGCCCCTAGCGTGAAGTCCAGAATCACCATCACCCCCGACACCA
GCAAGAATCAGTTTAGCCTGCAGCTGAATAGCGTGACCCCTGAGGATACAGCCGTGTACTACTGCGTGAGGGATAG
CTACAACGGCTACGACTTCGACGGCTTTGATATCTGGGGCCAGGGCACACTGGTGACCGTGTCCAGCGGLGGLGGL
GGATCTGGAGGAGGAGGAAGCGGCGGCGGAGGCTCTGGAGGAGGTGGAAGCCAGAGCGTGLTGACCCAGCCCCCT
A GCGTGAGCGCCGCTCCTGGACAGAAGGTGACAATCAGCTGCTCCGGLCTCCAGCAGCAACATCGGCAGCAATTACGT
GGCCTGGTACCAGCAGCTGCCTGGCACCGCCCCCAAGCTGCTGATCTACGACACAAACAAGAGGCCCAGCGGCATC
CCTGACAGGTTCAGCGGCAGCAAGAGCGGCACCAGCGCCACCCTGGGCATCACCGGACTGCAGACAGGCGALCGAGG
CCGATTACTACTGTGGCACCTGGGACTCCAGCCTGAGCGCCGAGGTGTTTGGCACAGGCACAAAGGTGACCGTGCT
GATCGAGGTGATGTACCCCCCCCCCTACCTGGACAATGAGAAGTCCAACGGCACAATCATCCACGTGAAGGGCAAG
CACCTGTGTCCCAGCCCCCTGTTTCCCGGCCCTAGCAAGCCCTTCTGGGTGCTGGTGGTGGTGGGLGGCGTGLTGG
CTTGTTACAGCCTGCTGGTGACAGTCGCCTTCATCATCTTTTGGGTGAAGAGGGGCAGGAAGAAGCTGCTGTACAT
CTTTAAGCAGCCCTTTATGAGGCCCGTGCAGACAACCCAGGAGGAGGACGGCTGTAGCTGCAGGTTTCCTGAGGAG
GAGGAGGGCGGCTGTGAGCTGAGAGTGAAGTTCAGCAGGTCCGCCGACGCCCCCGLCCTACCAACAGGGACAGAATC
AGCTGTACAATGAGCTGAACCTGGGCAGAAGAGAGGAGTACGACGTGCTGGATAAGAGGAGAGGCAGGGACCCTG
AGATGGGCGGCAAGCCTAGAAGAAAGAACCCCCAGGAGGGCCTGTACAATGAACTGCAGAAGGACAAGATGGLCG
AGGCCTACAGCGAGATCGGCATGAAGGGCGAGAGAAGGAGGGGCAAGGGCCACGATGGCCTGTACCAGGGCLCTGT
CCA CAGCCACCAAGGACACATACGACGCCCTGCACATGCAGGCCCTGCCCCCAAGGtgagtegac {SECHID N 34)

3. Expected protein sequence

SIP-scFv(14721-P1-A1)-hCD28hinge-hCD28TMD-4IBB-CD3zeta — 494AAs MW=53.75kDa



59/61
FIG 27 continued

MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVQPSRTLSLTCAISGDSISSNTASWNWIRQSPSRGLEWVGKTEYRS
GWFFEYAPSVGGRVNISPDTSKNQFSLQLNSVTPEDTAVYFCARDSYNDYDNDGFDIWGQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSQSVLTQPPSVSAAPGQKVTISCSGSSSNIGSNYVAWYQQLPGTAPKLLIYDTNKRPSGIPDRFS
GSKSGTSATLGITGLOTGDEADYYCGTWDSSLSAEVFGTGTKVTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKQPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELQKDKMAEAYSE]
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ) 1D NO: 35)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-C1)-hCD28hinge-hCD28TMD-4IBB-CD3zeta — 494AAs MW=53.93kDa

MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSASWNWIRQSPSRGLEWLGKTEYRS
KWYYEFAPSVKSRITITPDTSKNQFSLOLNSVTPEDTAVYYCVRDSYNGYDFDGFDIWGQGTLVTVSSGGGGSGGG
GSGGGGESGGGGESQSVLTOPPSVSAAPGQKVTISCSGSSSNIGSNYVAWYQQLPGTAPKLLIYDTNKRPSGIPDRFS
GSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAEVFGTGTKVTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR {SECH 1D NO: 36)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-F1)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=53.87kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVFSNSASWNWIRQSPSRGLEWLGKTEYRS
KWFDEYAPSVKGRIAIRPDTSKNQVSLQLNSVTPEDTAVYYCVRDSYNGYDFDGFDIWGQGTLVTVSSGGGGSGGG
GSGGGGESGGGGESQSVLTOPPSVSAAPGQQVIISCSGSSSNVGNNYVAWYQQVPGAAPRLLIYDNYKRPSGIPDRFS
GSKSGTSATLGITGLQSGDEADYYCGSWDSSLSAEVFGGGTKLTALIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ, 1D NO: 37)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-G1)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=53.95kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVFSTTASWNWIRQSPSRGLEWLGKTEYRS
KWFDEYAPSVKGRIAIRPDTSRNQVSLOLNSMTPEDTAVYFCVRDSYNGYDFDGFDIWGQGTTVTVSSGGGGSGGG
GSGGGGESGGGGESQSVVTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFS
GSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAEMFGGGTKVTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOQPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMOQALPPR {SEC D MO: 38)

Features : SIP : [1: 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-C2)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=53.94kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSASWNWIRQSPSRGLEWLGKVEYRS
KWYDEYAPSVKSRIAIRPDTSKNQVSLHLISVTPDDTAVYYCARDSYNGHAFDGFDVWGQGTLVTVSSGGGGSGGG
GSGGGGESGGGGESQSVLTOPPSVSAAPGQKVTISCSGSSSNIGDNLVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFS
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GSKSGTSATLDITGLOTGDEADYYCESWDNNLTAEVFGTGTKVTVLIEVMYPPPYLDNEKSNGTIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELQKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ ID NO: 39)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-F2)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=54.06kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVFSNSASWNWIRQSPSRGLEWLGKTEYRS
KWFDEYAPSVKGRIAIRPDTSKNQVSLQLNSVTPEDTAVYYCVRDSYNGYDFDGFDIWGQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSQSVLTOPPSVSAAPGQKVTISCSGGSSNIEKNYVSWYQQLPGTAPKLLIYDTNKRPSGIPDRFS
GSKSGTSATLGITGLQTGDEADYYCGAWDNILNSEMFGGGTKLTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMOQALPPR {SEQ D MO: 40)

Features : SIP : [1: 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-H2)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=53.90kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVFSNSASWNWIRQSPSRGLEWLGKTEYRS
KWFDEYAPSVKGRIAIRPDTSKNQVSLQLNSVTPEDTAVYYCVRDSYNGYDFDGFDIWGQGTLVTVSSGGGGSGGG
GSGGGGESGGGGESQSVVTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFS
GSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAEVFGGGTKLTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKQPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR (SEC 1D MNO: 41)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14721-P1-H3)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=54.22kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCDISGDSVFSNTASWNWIRQSPSRGLEWLGKTEYRS
QWLHEYAPSVRSRIAIRPDTSKNQVSLQLSFVTPEDTAVYYCVRDSYNGYAFDGFDTWGQGTLVTVSSGGGGSGGG
GSGGGGESGGGGESQSVVTQPPSVSAAPGQKVTISCSGRNSNIANNFVSWYRQLPGTAPKLLIYDNNKRPSGIPDRFS
GSKSGTSATLAITGLOTGDEADYYCESWDSSLTAEVFGTGTKVTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOQOGQONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR (SECH D NO: 42)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14722-P1-F12)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=53.77kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSASWNWIRQSPSRGLEWLGKVEYRS
KWYDEYAPSVKSRIAIRPDTSKNQVSLHLISVTPDDTAVYYCARDSYNGHAFDGFDVWGQGTMVTVSSGGGGSGGG
GSGGGGESGGGGESQSVVTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDRFS
GSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAEVFGGGTKVTVLIEVMYPPPYLDNEKSNGTIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOOGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELOKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR  {SECH D NO: 43)
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Features : SIP : [1: 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14722-P2-B8)-hCD28hinge-hCD28TMD-41BB-CD3zeta - 494AAs MW=53.89kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSASWNWIRQSPSRGLEWLGKVEYRS
KWYDEYAPSVKSRIAIRPDTSKNQVSLHLISVTPDDTAVYYCARDSYNGHAFDGFDVWGQGTMVTVSSGGGGSGGG
GSGGGGSGGGGSQSVLTOPPSLSAAPGQRVTISCSGTTSNIANNFVSWYQQLSGSAPKLLINDNNKRPSGIPDRFS
GSKSGASATLAITGLOTEDEADYYCGVWDNSLNAEVFGGGTKVTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKOPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYOQGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELQKDKMAEAYSEI
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR {SEC 1D NO: 44)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494]

> SIP-scFv(14722-P2-B11)-hCD28hinge-hCD28TMD-4IBB-CD3zeta  —  494AAs  MW=53.93kDa
MKHLWFFLLLVAAPRWVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSASWNWIRQSPSRGLEWLGKTEYRS
KWYYEFAPSVKSRITITPDTSKNQFSLQLNSVTPEDTAVYYCVRDSYNGYDFDGFDIWGQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSQSVLTQPPSVSAAPGQKVTISCSGSSSNIGSNYVAWYQQLPGTAPKLLIYDTNKRPSGIPDRFS
GSKSGTSATLGITGLQTGDEADYYCGTWDSSLSAEVFGTGTKVTVLIEVMYPPPYLDNEKSNGTIIHVKGKHLCPS
PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFIIFWVKRGRKKLLYIFKQPFMRPVQTTQEEDGCSCRFPEEEEGGC
ELRVKFSRSADAPAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYNELQKDKMAEAYSE|
GMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ 1D NO: 36)

Features : SIP : [1 : 19] scFv : [20 : 274] hCD28hinge-hCD28TMD-4IBB-CD3zeta : [275 : 494





