Agel (552)
Ncol (568)

hEF1-HTLV prom

miL12RB1

pMB1 ori

hCMV enh

pUNO1-mIL12RB1

hCMV prom (5416 bp)
EM7

Ncol (1752)

Nhel (2798)
125

) .
@ InvivoGen

22B16v45



1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Agel (552) Ncol (568)
501 CTGAGATCACCGGTAGGAGGGCCACCATGGACATGATGGGGCTGCCAGGGACCAGC
L iI* M DM M G L P G T S
601 AAACACATCACCTTCCTCCTGCTTTGCCAGCTAGGCGCCTCAGGCCCAGGTGATGGCTGCTGCGTTGAGAAGACATCGTTCCCAGAGGGAGCCTCAGGCT
11 K H I T F L L L CQLGASGU®PGDSGT CT CVETZKTSTFU®PEG GASSG

701 CACCCTTAGGACCCAGGAACTTGAGTTGCTACAGGGTTTCCAAGACAGACTATGAGTGCTCCTGGCAGTATGATGGCCCTGAGGACAATGTTTCTCACGT
44#s P L G P RN L SC VYRV SKTDYTE ECSWI QYDGT PEDNVSHYV
801 CCTGTGGTGCTGCTTTGTCCCTCCGAACCATACCCACACCGGCCAGGAGCGCTGCCGCTACTTCTCCTCAGGCCCAGACCGCACTGTGCAGTTCTGGGAA
77 LW CC FV PPNUHTIHTG QTERT CR RYTFSSGZPDT RTVOQTFWE
901 CAGGACGGTATCCCTGTGCTGTCCAAGGTCAACTTCTGGGTGGAGTCTCGGCTTGGGAACCGAACCATGAAGTCCCAGAAGATATCCCAGTACCTGTACA
111 Q D G | P V L S K V N FW V E S R LG NI RTMEK SQK I SQ Y L Y
1001 ACTGGACCAAGACGACCCCTCCCCTGGGACACATCAAGGTGTCACAATCACACCGGCAGTTGCGAATGGACTGGAATGTGTCTGAAGAGGCCGGTGCTGA
144N W T K T T P P L GH I KV SQ SHURQLU RMDMWNVSETEATGAE
1101 GGTACAGTTCAGGCGCCGTATGCCCACAACGAATTGGACCTTGGGTGACTGCGGACCTCAGGTTAACTCTGGCTCAGGTGTGCTTGGTGACATTCGTGGG
777# V. Q F R R R M P T T NWTLGDTG CGZPQVNJSGSGV LGD | RG
1201 AGCATGTCTGAGTCCTGCCTCTGCCCTTCTGAGAACATGGCCCAAGAGATCCAGATACGGAGGAGGAGGCGGCTCTCCTCAGGAGCCCCTGGAGGTCCCT
211 S M S E S C L C P S ENMAQE I Q | RRRRRLSSGATZPGTG?P
1301 GGAGTGATTGGAGCATGCCTGTGTGTGTTCCACCTGAAGTCCTTCCCCAGGCCAAGATTAAGTTCTTGGTGGAGCCCCTGAACCAAGGTGGAAGGAGGCG
244W S D W S M PV CV PP EV LPQAIK I KTFTLVETPTLNGI QGG GTR RTRTR
1401 TCTAACCATGCAAGGACAGTCACCACAGCTGGCAGTCCCGGAAGGCTGCCGAGGCAGGCCTGGTGCGCAGGTGAAGAAGCACTTGGTGCTGGTGCGCATG
277% L T M Q G Q S PQ LAV PEGT C RGT RZPGAQVI KT KU HTLVILVR RM
1501 CTGTCCTGCAGGTGCCAGGCTCAGACCTCGAAGACCGTGCCCCTGGGCAAGAAGCTGAACCTCTCCGGGGCCACCTATGACCTGAATGTGCTCGCCAAAA
3 L S C R C QA QT SKTVPLGE KT KTLNTLSGATTYDTLNVLATK
1601 CTCGTTTCGGTCGCAGCACCATCCAGAAGTGGCACCTTCCTGCCCAAGAGCTCACAGAGACAAGAGCCCTGAATGTCAGCGTGGGAGGCAACATGACATC
34T R F G R ST I Q KWWHLPAQETLTTETH RALNVYVYSYVGGNMT S
Ncol (1752)
1701 CATGCAGTGGGCAGCCCAGGCTCCCGGCACCACCTACTGCCTTGAGTGGCAGCCATGGTTCCAGCACAGGAACCACACACACTGTACCCTGATTGTACCA
377" M QW A AQ A PG TTYCULTEWG QPWT FQH RNUHTIHTCTTL IV P
1801 GAAGAAGAGGATCCTGCCAAGATGGTGACACACAGCTGGAGCTCTAAACCTACCCTGGAGCAGGAGGAATGTTACCGCATCACAGTGTTCGCCTCCAAGA
411 E E ED P A KMV TH SW S SKPTULTEQETETCYTZ RITVTFASHK
1901 ACCCCAAGAATCCCATGCTGTGGGCCACAGTCCTGTCCAGTTACTACTTTGGGGGTAACGCCTCGAGAGCCGGTACTCCACGACACGTGTCGGTGAGGAA
444N P K N P M LW A TV L S SYYTFGGNAST RAGTPRUHVYVY SV RN
2001 CCAAACCGGGGACTCGGTGTCCGTGGAGTGGACGGCGTCACAGCTGAGCACCTGCCCGGGGGTCCTGACGCAATACGTCGTGCGCTGCGAGGCTGAAGAC
477". Q@ T 6 D SV SV EWTA SQLSTOC®PGV LTQYVVRCTEATEHD
2101 GGCGCGTGGGAGTCAGAGTGGCTCGTGCCACCCACTAAAACCCAAGTGACACTTGACGGACTGCGCAGCCGAGTAATGTACAAGGTTCAGGTGCGAGCCG
511 G AW E S EW LV PP T KTQVTLDGTLZ R SRVMYZKVYAOQVRA
2201 ACACTGCGAGGCTCCCGGGTGCCTGGAGTCATCCCCAGCGCTTTAGCTTTGAGGTGCAGATTTCCCGTTTATCCATCATTTTCGCGTCTCTGGGAAGCTT
544D T A R L P G AW SH PQ RTFSTFTEVQTIlSRLSTII1TFASTLTGSF
2301 CGCCAGCGTCCTCCTCGTGGGCAGTCTCGGATACATTGGCTTAAACAGGGCCGCCTGGCACTTGTGCCCACCCCTGCCTACACCCTGTGGCAGCACTGCC
577#. A SV L LV G S LG Y I GLNU RAAWUHTLTC®P®PLTPTU®PCGSTA
2401 GTGGAGTTCCCTGGCAGCCAGGGCAAGCAGGCTTGGCAGTGGTGCAACCCTGAGGACTTCCCGGAGGTGTTGTACCCGCGAGATGCGCTGGTGGTCGAGA
611 V E F P G S Q G K Q AWQWTCNU PEDTFZPEVLYZPRDATLVVE
2501 TGCCCGGAGACAGAGGCGACGGGACAGAGTCGCCCCAGGCCGCCCCTGAGTGCGCCCTGGACACAAGGCGGCCCTTGGAGACTCAGAGGCAGAGGCAGGT
G4 M P G D R G D G T E S PQAAUPETCATLUDTR RRPLTETI QR RO QTR RTA QYV
2601 GCAGGCACTGTCAGAGGCCAGGCGCCTGGGCCTGGCTAGGGAGGACTGTCCCCGTGGTGACCTGGCCCACGTGACACTCCCGCTGCTCCTGGGAGGTGTG
677 Q A L S EA R R LGILARTEDTC®PRGDTULAHVYVTTULZPLTLTLTGG® GV
Nhel (2798)

2701 ACCCAGGGAGCCTCTGTACTTGACGATCTTTGGAGGACCCATAAGACTGCGGAGCCGGGACCGCCCACTTTGGGGCAAGAGGCCTGACTGTTGTATCTGC
71* T Q G A SV L DD LWU RTHIKTATETPGTPFPTTILGT QTEA e

2801 TAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATT

2901 GCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTT

3001 AAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGA
- <

3101 GGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCC




3201
3301
3401
3501
1214
3601
884
3701
544
3801
214
3901
4001
4101
4201
4301
4401
4501
4601
4701
4801
4901
5001
5101

5201

5301
5401

CAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCAT

TGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAAC

CTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGC

#4914 ¢ N R T Y K L P I L E E I T T K V L K G
CATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTC
NME I LV FCDPAYDS I LERCMSGTC®PSVV R I SRDVE
ATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACC
b SYPHI RV AV I T D FDI KW QGNSVASG I A I A EACV TV
CTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGG
R G I YA E I HV AS I I EGGTIKTIR I AAGV HHIKNDEYLMT
TGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGC

| K ET AV EV L E LD QQS I N FTK M-
CGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCA
-

CCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACG
e

TCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTA

ATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGT

ACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATG

GGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAA

GAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAA
-

AATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCC

TGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCG

CTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTA

TCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTA

GAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGG

TGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAA

AACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTT

TTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGA
ACATTTCTCTATCGAA
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