Agel (552)
Ncol (560)

hEF1-HTLV prom

mTNFRSF1B (CD120B) mb-bound

pMB1 ori

hCMV enh

pUNO1-mTNFRSF1B(mb)
(4640 bp)

hCMV prom

hRGlo pAn SV40 pAn
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1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Ncol (560)
Agel (552)

501 CTGAGATCACCGGTCACCATGGCGCCCGCCGCCCTCTGGGTCGCGCTGGTCTTCGA

- 1I*M A P A A LWV ALV FE
601 ACTGCAGCTGTGGGCCACCGGGCACACAGTGCCCGCCCAGGTTGTCTTGACACCCTACAAACCGGAACCTGGGTACGAGTGCCAGATCTCACAGGAATAC
3 L Q LWATGHTVPAQVV LT®PYZKT®PETPGYETCQ I SQE'Y

701 TATGACAGGAAGGCTCAGATGTGCTGTGCTAAGTGTCCTCCTGGCCAATATGTGAAACATTTCTGCAACAAGACCTCGGACACCGTGTGTGCGGACTGTG

47 Y D R K A Q M C C A K C P PGQ YV KHFCNIKTSDTVLCATDC
801 AGGCAAGCATGTATACCCAGGTCTGGAACCAGTTTCGTACATGTTTGAGCTGCAGTTCTTCCTGTACCACTGACCAGGTGGAGATCCGCGCCTGCACTAA

89E A S M Y T Q VWNAOQTF FRTT CULSTCSSSCTTDA QVE I RATCTK
901 ACAGCAGAACCGAGTGTGTGCTTGCGAAGCTGGCAGGTACTGCGCCTTGAAAACCCATTCTGGCAGCTGTCGACAGTGCATGAGGCTGAGCAAGTGCGGC
113 Q Q N RV C A C EA G R Y CALIKTHSGSCU RQCMU RILSKTCSG
1001 CCTGGCTTCGGAGTGGCCAGTTCAAGAGCCCCAAATGGAAATGTGCTATGCAAGGCCTGTGCCCCAGGGACGTTCTCTGACACCACATCATCCACTGATG
147 P G F G V A S S RAPNSGNVILT CIKACAZ®PGT FSDTT S STD
1101 TGTGCAGGCCCCACCGCATCTGTAGCATCCTGGCTATTCCCGGAAATGCAAGCACAGATGCAGTCTGTGCGCCCGAGTCCCCAACTCTAAGTGCCATCCC
180y C R P H R I C S I LA I PGNASTIDAVT CAUZPTESU®PTULSA I P
1201 AAGGACACTCTACGTATCTCAGCCAGAGCCCACAAGATCCCAACCCCTGGATCAAGAGCCAGGGCCCAGCCAAACTCCAAGCATCCTTACATCGTTGGGT
213 R T L Y V S Q P E P TR SQPLD QE®PG®PSOQTU®PS I LT S LG
1301 TCAACCCCCATTATTGAACAAAGTACCAAGGGTGGCATCTCTCTTCCAATTGGTCTGATTGTTGGAGTGACATCACTGGGTCTGCTGATGTTAGGACTGG
247 S T P |1 I EQ S T K GG I S LP I GL IV GV TSLSGILILMILGL
1401 TGAACTGCATCATCCTGGTGCAGAGGAAAAAGAAGCCCTCCTGCCTACAAAGAGATGCCAAGGTGCCTCATGTGCCTGATGAGAAATCCCAGGATGCAGT
280V N C |1 | LV Q RK K K P S CLQRDAIKVPHV PDEZKSQDAWV
1501 AGGCCTTGAGCAGCAGCACCTGTTGACCACAGCACCCAGTTCCAGCAGCAGCTCCCTAGAGAGCTCAGCCAGCGCTGGGGACCGAAGGGCGCCCCCTGGG
33 G L EQ Q HLLTTAPSSSSSSLESSASAGD I RIRAUPTUPSG
1601 GGCCATCCCCAAGCAAGAGTCATGGCGGAGGCCCAAGGGTTTCAGGAGGCCCGTGCCAGCTCCAGGATTTCAGATTCTTCCCACGGAAGCCACGGGACCC
347 G H P Q ARV MAEAQGFQEARAS SR R I SD S SHGSHGT
1701 ACGTCAACGTCACCTGCATCGTGAACGTCTGTAGCAGCTCTGACCACAGTTCTCAGTGCTCTTCCCAAGCCAGCGCCACAGTGGGAGACCCAGATGCCAA
380PH V NV T C I VNV C S S SDH S SQCSSQASATVGD PDATK
1801 GCCCTCAGCGTCCCCAAAGGATGAGCAGGTCCCCTTCTCTCAGGAGGAGTGTCCGTCTCAGTCCCCGTGTGAGACTACAGAGACACTGCAGAGCCATGAG
413 P S A S PKDEQV?PF SQEETCPSQS?PCETTETILAOQSHE
1901 AAGCCCTTGCCCCTTGGTGTGCCGGATATGGGCATGAAGCCCAGCCAAGCTGGCTGGTTTGATCAGATTGCAGTCAAAGTGGCCTGACCCCTGACAGGGG
447 K P L P L GV PDMGMIK P SQAGW FDIOQ I AV KV A e

Nhel (2022)

2001 TAACACCCTGCAAAGGGACCCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTT

2101 ATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTC

2201 AGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAA
- -

2301 GCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGG

2401 AGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATAT

2501 TCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTA

2601 GTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCT
#4494 ¢ N R T Y K L P | L E E
2701 CAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGAC
1294 | T T K V L K G NM E I LV FCDUPAYDS I L ERT CMGTCUZPSYV
2801 CACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCA
%1V R I S RDV ED S Y PH RV AV I TDFDJI KO QGNSVASG I A
2901 ATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGT
6241 A EACV TV RG I YA E I HV A S I I EGTIKTR I AAGV HH
3001 GCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCT
2919 K N D E Y LM T I K ETAV EV L ELDQQS I NFTIKM-S+-——
3101 ATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACG
]




3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401

4501
4601

AGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACT

AGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCA
-

TCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACC

GTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGG

AAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTT

ATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTC
e

CGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCC

TCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTA

TCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAG

TCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGT

GGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGG

CAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACG

GGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATT

TTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTC
CCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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