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SEQID NO 14

WO_2012_079000_14

RID 4UPFHPUG01R (Expires on 11-20 12:11 pm)

Query ID lcl|Query_163923 Database Name nr
Description WO_2012 079000 14 Description HNucleotide collection {nt)
Molecule type nucleic acid Program BLASTN 2.2,32+ P Citation

Query Length 7256
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DESCHDUOH score score | cover | value

Synthetic construct FMC63-287 receptor protein gene. complete cds 1155 1155 100% 00

Mus musculus mRNA for immunoglobulin heavy chain variable region. subunits VH. DH and JH 660 G660 49% 0.0

Mus musculus mRNA for immunoglobulin light chain variable region. subunits VL and JL 571 571 44% Be-159
Mus musculus isclate B-N6 immunoglobulin light chain variable domain mRMNA, partial cds 556 556 45% 2e-154
Mus musculus clone iD3-02 immuneglobulin light chain variable region mRNA_ partial cds 547 547  42% 1e-151
Mouse |g rearranged kappa-chain (V-IdCR J2} gene V10-J region. hybridoma KL2.29. partial cds 547 547 42%  1e-151
Mouse |g active kappa-chain mRNA V-J5 region. clone 18C10 547 547  42% le-151
Mus musculus anti-idictypic 4G9 monoclonal antibody light chain mRNA, partial cds 542 542 42% 4e-150
Mus musculus clone TL2.3 immunoglobulin light chain variable region mRNA. partial cds 536 536 42% 2e-148
Mus musculus clone 3F9 anti-alpha-2 integrin |-domain immunoglobulin light chain variable region mRNA_partial cds 536 536 43% Z2e-148
Mus musculus clone SPLL23 immunoglobulin light chain variable region mRMA, partial cds 536 536 42% 2e-148
Mus musculus mAb 8 5 1 immunoglobulin light chain variable region mRNA. partial cds 532 532 42% 3e-147
Mus musculus clone FS3-05 immuncglobulin light chain variable region mRNA. partial cds 525 525  42% d4e-145
Mus musculus clone aAPP-20 immuneglobulin light chain variable region mRNA. partial cds 525 525 42% de-145
Mouse |g rearranged kappa-chain (V-IdCR J1} gene V10-J region. hybridoma KL2.18. partial cds 523 523 43% 2e-144

Synthetic construct FMCB3-287 receptor protein gene, complete cds
Sequence ID: gh|HMB525952 1| Length: 1470 Number of Matches: 1

Range 1: 67 to 801 GenBank Graphics
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Accession

HMB52952.1
¥14283 1
¥14284.1

AF4346838.1

JXA92565.1

MB3611.1
M27793 1
DQ020030.1
DQ279862 1

AYB53693.1

AY648680.1
AF163739.1
JX452443 1
DQ321356.1

M63608.1

Score Expect Identities Gaps Strand
1155 bits{525) 0.0 701/736(95%) 11/736(1%) Flus/Flus

Query 1 GACATCCAGATGACACAGACTACATCCTCCCTATCTACCTCTCTGOGACACAGAGTCACC o8

, CECLEEEREEELERECEL LR e L P L e e LR L L e e eyt
Sbjct 67 GACATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGAGTCACC 126

Query 681  ATCAGTTOCAGGGCAAGTCAGGACATTAGTAAATATTTAAATTOGTATCAGCAGARACCA 128

, [TCLELEREEELEREE LR R e e L e e e e e iy
Sbjct 127 ATCAGTTGCAGGGCAAGTCAGGACATTAGTAAATATTTAAATTGGTATCAGCAGRAACCA 186

Query 121 GATGGEAACTATTAAACTCCTOATCTACCATACATCAAGATTACACTCAGOAGTCCCATCA  18@

, CELLETEREEEYEREEEL L ET e e e e LR L e e L ety tnn
Sbjct 187 GATGGAACTGTTAAACTCCTGATCTACCATACATCAAGATTACACTCAGGAGTCCCATCA 246

Query 181 AGOTTCAGTGGCAGTGOGTCTGOAACAGATTATTCTCTCACCATTAGCAACCTGRAG 24@

, IIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbict 247 AGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTGGAGCAA 386

Query 241 GAAGATATTGCCACTTACTTTTGCCAACAGGOTAATACGCTTCOGTACACGTTLGGAGOE 36

Sbjct 387 GAMGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTCGGAGGE 366

Query 381 GGEACCAAGCTGOAGATCACAGG-T--GGCGOTGECT-CGG---G--CaGTEaTeGaTCG 351

Sbjct 367 GOEGACTAAGTTOOAAATAACAGGCTCCACCTCTGGATCCGGCAAGCCCGRATCTGECGAE 425

Query 332 GGTEOCEGEC-GEATCTEAGGTGAAACTECAGOAGTCAGGACCTOOCCTGATGECGCCCTC 418

Sbjct 427 GEATCCACCAAGGGC-GAGOTOARACTOCAGOAGTCAGGACCTOGCCTGETGECGCCCTC 485

Query 411 ACAGAGCCTATCCGTCACATOCACTGTCTCAGRGGTCTCATTACCCGACTATGGTGTAAG 478

, [LLLEEEREEELEEECEL LR EE R L En e e e e e e et eyt
Sbjct 486 ACAGAGCCTGTCCGTCACATGCACTGTCTCAGGGGTCTCATTACCCGACTATGGTGTAAG 545

Query 471 CTOGATTCOCCAGCCTCCACGAAAGGGTCTERAGTOOC TOGOAGTAATATGGOGTAGTGA 538

, LLCLEREREEEYEREEL LT e e e E e e L e e ey it
Sbjct 546 CTGGATTCGCCAGCCTCCACGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGGTAGTGA 685

Query 531 AACCACATACTATAATTCAGCTCTCAAATCCAGACTOACCATCATCAAGOACAACTCCAS  55@

, CECLEEETEEEYEREEEL L e e L L e e e e e e L EL e iy it
Sbjct 686 MACCACATACTATAATTCAGCTCTCAAATCCAGACTGACCATCATCAAGGACAACTCCAA 665




Query 591 GAGCCAAGTTTTCTTAAAAATGAACAGTCTOCARACTOATOACACAGCCATTTACTACTG 5@

, LOELEEEE LY ERECE R ELE e LR e L L LR e EL e ELELE LTIt
sbict 666 GAGCCAAGTTTTCTTAAAAATGAMCAGTCTGCARACTGATGACACAGCCATTTACTACTG 725

Query 651 TOCCAAACATTATTACTACGOTOOTAGCTATGCTATGOACTACTOGEGCCAAGRAARCCTL 71e

, LEELECELE LY ER R L e e e e e Eee e e ene Eeenetry
sbict 726 TGCCAAACATTATTACTACGGTGGTAGCTATGCTATGGACTACTGGEGTCAAGGAACCTC 785

Query 711 AGTCACCGTCTCCTCA 726

Sbijct 786 AGTCACCGTCTCCTCA 881

Synthetic construct FMC63-28Z receptor protein gene, complete cds

GenBank: HM852952 1
FASTA  Graphics

Go to: (v

LocCus HMB852952 1478 bp DNA linear SYN 11-JUn-2@12
DEFINITION Synthetic construct FMC63-28Z receptor protein gene, complete cds.
ACCESSION  HMB52052

VERSION HMB852952.1 GI:3856908546
KEYWORDS .
SOURCE synthetic construct

ORGANISM synthetic construct
other sequences; artificial sequences.
REFERENCE 1 (bases 1 to 1478)
AUTHORS Kochenderfer,J.N., Feldman,S.A., Zhao,Y., Xu,H., Black,M.A.,
Morgan,R.A., Wilson,W.H. and Rosenberg,S.A.
TITLE Construction and preclinical evaluation of an anti-CD19 chimeric
antigen receptor
ther. 32 (7), 689-702 (2009)

JOURNAL
FUBMED
REFERENCE 2 (bases 1 to 1478)
AUTHORS Kochenderfer,J.N., Wilson,W.H., Janik,J.E., Dudley,M.E.,
Stetler-Stevenson,M., Feldman,S.A., Maric,I., Raffeld,M.,
Nathan,D.A., Lanier,B.J., Morgan,R.A. and Rosenberg,S.A.

Ewan rammrs g es wane g aumaras Fraeoag waer ghaasigaaaras wmiane dneeewanrs g maes

TITLE Eradication of B-lineage cells and regression of lymphoma in a
patient treated with autologous T cells genetically engineered to
recognize CD1%

JOURNAL  Blood 116 (28), 409%-4182 (2818)

PUBMED 28668228
REFERENCE 3 (bases 1 to 1478)

AUTHORS Kochenderfer, .M.

TITLE Direct Submission

JOURMAL  Submitted (21-JUL-2818) Surgery Branch, NCI, NIH 18 Center Drive
Bldg 1@ CRC Room 3-3888, Bethesda, MD 28892, USA

CLUSTAL 0(1.2.1) multiple sequence alignment

WO 2012 079000 14 e



911305690546 |gb|HM852952.1|
ATGCTTCTCCTGGTGACAAGCCTTCTGCTCTGTGAGTTACCACACCCAGCATTCCTCCTG

WO 2012 079000 14 —————-
GACATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGA

WO 2012 079000 18 e
911305690546 |gb|HM852952.1 |
ATCCCAGACATCCAGATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGA

WO 2012 079000 14
GTCACCATCAGTTGCAGGGCAAGTCAGGACATTAGTAAATATTTAAATTGGTATCAGCAG

WO 2012 079000 18 e
911305690546 gb|HM852952.1 |
GTCACCATCAGTTGCAGGGCAAGTCAGGACATTAGTAAATATTTAAATTGGTATCAGCAG

WO 2012 079000 14
AAACCAGATGGAACTGTTAAACTCCTGATCTACCATACATCAAGATTACACTCAGGAGTC

WO 2012 079000 18 mmmmm e
911305690546 |gb|HM852952.1 |
AAACCAGATGGAACTGTTAAACTCCTGATCTACCATACATCAAGATTACACTCAGGAGTC

WO 2012 079000 14
CCATCAAGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTG

WO 2012 079000 18 e
911305690546 gb |HM852952.1 |
CCATCAAGGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACCTG

WO _2012_079000 14
GAGCAAGAAGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTC

WO 2012 079000 18  mmm e
911305690546 |gb|HM852952.1 |
GAGCAAGAAGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTACACGTTC

WO 2012 079000 14

GGAGGGGGGACCAAGCTGGAGATCACAGGTGGCGGTGGCT ————————~ CGGGCGGTGGT

WO 2012 079000 18 e
911305690546 |gb|HM852952.1 |
GGAGGGGGGACTAAGTTGGAAATAACAGGCTCCACCTCTGGATCCGGCAAGCCCGGATCT

WO 2012 079000 14
GGGTCGGGTGGCGGCGGATCTGAGGTGARACTGCAGGAGTCAGGACCTGGCCTGGTGGCG
WO 2012 079000 18 e



911305690546 |gb|HM852952.1|
GGCGAGGGATCCACCAAGGGCGAGGTGAAACTGCAGGAGTCAGGACCTGGCCTGGTGGCG

WO 2012 079000 14
CCCTCACAGAGCCTGTCCGTCACATGCACTGTCTCAGGGGTCTCATTACCCGACTATGGT

WO 2012 079000 18 e
911305690546 |gb|HM852952.1 |
CCCTCACAGAGCCTGTCCGTCACATGCACTGTCTCAGGGGTCTCATTACCCGACTATGGT

WO 2012 079000 14
GTAAGCTGGATTCGCCAGCCTCCACGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGGT

WO 2012 079000 18 e
911305690546 gb|HM852952.1 |
GTAAGCTGGATTCGCCAGCCTCCACGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGGT

WO 2012 079000 14
AGTGAAACCACATACTATAATTCAGCTCTCAAATCCAGACTGACCATCATCAAGGACAAC

WO 2012 079000 18 mmmmm e
911305690546 |gb|HM852952.1 |
AGTGAAACCACATACTATAATTCAGCTCTCAAATCCAGACTGACCATCATCAAGGACAAC

WO_2012_ 079000 14
TCCAAGAGCCAAGTTTTCTTAAAAATGAACAGTCTGCAAACTGATGACACAGCCATTTAC
WO 2012 079000 18 e e

911305690546 |gb|HM852952. 1|
TCCAAGAGCCAAGTTTTCTTAAAAATGAACAGTCTGCAAACTGATGACACAGCCATTTAC

WO _2012_079000 14
TACTGTGCCAAACATTATTACTACGGTGGTAGCTATGCTATGGACTACTGGGGCCAAGGA
WO 2012 079000 18  mmm e

gil1305690546|gb|HM852952.1|
TACTGTGCCAAACATTATTACTACGGTGGTAGCTATGCTATGGACTACTGGGGTCAAGGA

WO _2012_079000_14 ACCTCAGTCACCGTCTCCTCA-————————m——mmm—mm——

gil305690546|gb|HM852952.1|
ACCTCAGTCACCGTCTCCTCAGCGGCCGCAATTGAAGTTATGTATCCTCCTCCTTACCTA

WO 2012 079000 14 e



911305690546 |gb|HM852952.1|
GACAATGAGAAGAGCAATGGAACCATTATCCATGTGAAAGGGAAACACCTTTGTCCAAGT

WO 2012 079000 14 e e

gil1305690546|gb|HM852952.1|
CCCCTATTTCCCGGACCTTCTAAGCCCTTTTGGGTGCTGGTGGTGGTTGGGGGAGTCCTG

WO 2012 079000 14 e

911305690546 |gb|HM852952. 1|
GCTTGCTATAGCTTGCTAGTAACAGTGGCCTTTATTATTTTCTGGGTGAGGAGTAAGAGG

WO 2012 079000 14 e e

gil1305690546|gb|HM852952.1|
AGCAGGCTCCTGCACAGTGACTACATGAACATGACTCCCCGCCGCCCCGGGLCCCACCCGL

WO 2012 079000 14 e e
WO 2012 079000 18 e e
——————————— AGAGTGAAG

911305690546 gb |HM852952.1 |
AAGCATTACCAGCCCTATGCCCCACCACGCGACTTCGCAGCCTATCGCTCCAGAGTGAAG

WO 2012 079000 14 e
WO_2012_079000 18
TTCAGCAGGAGCGCAGACGCCCCCGCGTACAAGCAGGGCCAGAACCAGCTCTATAACGAG
gi1305690546|gb|HM852952.1 |
TTCAGCAGGAGCGCAGACGCCCCCGCGTACCAGCAGGGCCAGAACCAGCTCTATAACGAG

WO 2012 079000 14 e
WO 2012 079000 18
CTCAATCTAGGACGAAGAGAGGAGTACGATGTTTTGGACAAGAGACGTGGCCGGGACCCT

911305690546 |gb|HM852952.1 |
CTCAATCTAGGACGAAGAGAGGAGTACGATGTTTTGGACAAGAGACGTGGCCGGGACCCT

WO 2012 079000 14 e

WO 2012 079000 18
GAGATGGGGGGAAAGCCGAGAAGGAAGAACCCTCAGGAAGGCCTGTACAATGAACTGCAG



911305690546 |gb|HM852952.1|
GAGATGGGGGGAAAGCCGAGAAGGAAGAACCCTCAGGAAGGCCTGTACAATGAACTGCAG

WO 2012 079000 14 e
WO 2012 079000 18
AAAGATAAGATGGCGGAGGCCTACAGTGAGATTGGGATGAAAGGCGAGCGCCGGAGGGGT

911305690546 |gb|HM852952.1 |
AAAGATAAGATGGCGGAGGCCTACAGTGAGATTGGGATGAAAGGCGAGCGCCGGAGGGGT

WO 2012 079000 14 e
WO 2012 079000 18
AAGGGGCACGATGGCCTTTACCAGGGTCTCAGTACAGCCACCAAGGACACCTACGACGCC

911305690546 gb|HM852952.1 |
AAGGGGCACGATGGCCTTTACCAGGGTCTCAGTACAGCCACCAAGGACACCTACGACGCC

WO 2012 079000 14  mmmmmmmmeee e

WO 2012 079000 18 CTTCACATGCAGGCCCTGCCCCCTCGC---
gil305690546|gb|HM852952.1| CTTCACATGCAGGCCCTGCCCCCTCGCTAA
SEQIDNO 20

>WO 2012 079000 20
DIOMTQTTSSLSASLGDRVTISCRASQDISKYLNWYQOKPDGTVKLLIYHTSRLHSGVPS
REFSGSGSGTDYSLTISNLEQEDIATYFCQQOGNTLPYTFGGGTKLEITGGGGSGGGGSGGG
GSEVKLQESGPGLVAPSQSLSVTCTVSGVSLPDYGVSWIRQPPRKGLEWLGVIWGSETTY
YNSALKSRLTITIKDNSKSQVFLKMNSLOQTDDTAIYYCAKHYYYGGSYAMDYWGQGTSVTV
SS

>WO 2012 079000 24
RVKFSRSADAPAYKQGONQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQEGLYN
ELQKDKMAEAYSEIGMKGERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR

>WO 2012 079000 12
MALPVTALLLPLALLLHAARPDIQMTQTTSSLSASLGDRVTISCRASQDISKYLNWYQQOK
PDGTVKLLIYHTSRLHSGVPSREFSGSGSGTDYSLTISNLEQEDIATYFCQQOGNTLPYTFEG
GGTKLEITGGGGSGGGGSGGGGSEVKLQESGPGLVAPSQSLSVTCTVSGVSLPDYGVSWI
ROPPRKGLEWLGVIWGSETTYYNSALKSRLTITIKDNSKSQVFLKMNSLQTDDTAIYYCAK
HYYYGGSYAMDYWGQGTSVTVSSTTTPAPRPPTPAPTIASQPLSLRPEACRPAAGGAVHT
RGLDFACDIYIWAPLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEEDGC
SCRFPEEEEGGCELRVKFSRSADAPAYKQGONQLYNELNLGRREEYDVLDKRRGRDPEMG
GKPRRKNPQEGLYNELQKDKMAEAYSETGMKGERRRGKGHDGLYQGLSTATKDTYDALHM
QALPPR

>WO 2012 079000 21
TTTPAPRPPTPAPTIASQPLSLRPEACRPAAGGAVHTRGLDFACDIY

>gi 305690547 |gb|ADM64594.1| FMC63-28Z receptor protein [synthetic
construct]
MLLLVTSLLLCELPHPAFLLIPDIQMTQTTSSLSASLGDRVTISCRASQDISKYLNWYQQ
KPDGTVKLLIYHTSRLHSGVPSRFSGSGSGTDYSLTISNLEQEDIATYFCQQGNTLPYTF
GGGTKLEITGSTSGSGKPGSGEGSTKGEVKLQESGPGLVAPSQSLSVTCTVSGVSLPDYG
VSWIRQPPRKGLEWLGVIWGSETTYYNSALKSRLTIIKDNSKSQVFLKMNSLQTDDTATY
YCAKHYYYGGSYAMDYWGQGTSVTVSSAAATEVMYPPPYLDNEKSNGTITHVKGKHLCPS



PLFPGPSKPFWVLVVVGGVLACYSLLVTVAFITIFWVRSKRSRLLHSDYMNMTPRRPGPTR
KHYQPYAPPRDFAAYRSRVKESRSADAPAYQQGONQLYNELNLGRREEYDVLDKRRGRDP
EMGGKPRRKNPQEGLYNELQKDKMAEAYSETGMKGERRRGKGHDGLYQGLSTATKDTYDA

LHMQALPPR

SEQIDNO 12

Percent Identity

1: WO_2012 879000 12
2: gi|3@5690547|gb|ADMBA594 .1 |

Matrix - created by Clustal2.1l

18@.89
77.22

77.22
lee.ee

CLUSTAL 0(1.2.1) multiple sequence alignment

Wo_2012_679688_12

gi] 365690547 | gh | ADME4534.

Wo 2812 e7gee8 12

gi| 365690547 | gh | ADME4534.,

Wo 2812 e7gee8 12

gi| 305600547 | gb | ADME4594.

Wo_2012_e79008_12

gi| 385690547 | gb | ADMB4554 .

Wo_2012_e79008_12

gi| 385690547 | gb | ADMB4554 .

Wo_2012_679688_12

gi| 305606547 | gh | ADMG4534.

Wo_2012_679688_12

gi| 305606547 | gh | ADMG4534.

Wo 2812 e7gee8 12

gi| 365690547 | gh | ADME4534.,

Wo 2812 e7gee8 12

gi| 365690547 | gh | ADME4534.,
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1]

1]

1]

1]

1]

1]

1]

MALPVTAL-LLPLALLLHAARPDIQMTOTTSSLSASLGDRVTISCRASQDISKYLNWYQQ
MLLLVTSLLLCELPHPAFLLIPDIQMTQTTSSLSASLGDRVTISCRASQDISKEYLNWYQQ

# & FF.k Ed FhEFFFFEFEFF R FEEF bk EE Sk bk B E bk kR E

KPDGTVKLLIYHTSRLHSGWPSRFSGSGSGTDYSLTISHNLEQEDIATYFCQQGENTLPYTF
KPDGTVKLLIYHTSRLHSGWPSRFSGSGSGTDYSLTISHNLEQEDIATYFCQQGENTLPYTF

FEEFEFFFEEEFEF R FEFEE R FEE R EREFF R EEFE R R EEF R FEF b FEF

GEGTKLEITGGG- - -656666566GG5EVKLQESGPGLVAPSOSLAVTCTVSGEVSLPDYG
GEGTKLEITGSTSGSGKPGSGEGSTKGEVKLQESGPGLVAPSQSLEVTCTVSGVSLPDYG

EE EE L2 L T * * & & EE R e e e e R R

VSWIRQPPREGLEWLGVIMWGSETTYYNSALKSRLTIIKDNSKSQWFLEMNSLQTDDTALY
VSWIRQPPREGLEWLGVIMWGSETTYYNSALKSRLTIIKDNSKSQWFLEMNSLQTDDTALY

EEE s e R

Y CAKHY Y Y OaSY AMDY WEQGTSVTYSSTTTPAPRPPTRPAPTIASQPLSLRPEACRPAAGG
Y CAKHY Y YOGS Y AMDY WEQGT SV TYS SAAATEVMYPPPYLD - -N-- - - - - - - -~ EKSNGT

FEEEEERREEEE R R R RS R Rk R R, , E . E

AVHTRGLDFACD------- IYIWAP--LAG--TCGVLLLSLVITLYCKRGREKKLLYIFKQ
IIHVKGKHLCPSPLFPGRSKPFWVLVWVVGGYLACYSLLVTVAFIIFWVRSKRSRLLHSDY

 E L E . . . ® « EE o oww " ¥ ww *

PFMRPVOTTQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAYKQGQNQLYNELNLGRREE
1MHTPRRPGPTRKHYQP?APPRDFAAYRSRUKFSRSﬁDAPAYQQGQNQLYNELNLGRREE

®= %, EREREE kk:-cs-cs-sxsilc FEFREERETFERRE R R

YOWVLDKRRGRDPEMGGKPRRENPQEGLYMELQKDKMAEAY SEIGMKGERRRGE GHDGLYQ
YOWVLDKRRGRDPEMGGKPRRENPQEGLYMELQKDKMAEAY SEIGMKGERRRGE GHDGLYQ

FEEFEFFFEEEFEF R FEFEE R FEE R EREFF R EEFE R R EEF R FEF b FEF

GLSTATKDTYDALHMQALPPR
GLSTATKDTYDALHMQALPPR
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