Pyvul (7) ppep (82)
Sgfl (6) EcoNI (96)
Psp14061  (203)
Pyall (239)
HindIII (245)
EcoNI (287)

NgoMIV (441)
Kasl (535)
Agel (552)
BstEII (555)

Eagl (4926)
Notl (4925)
Swal (4915)
Pacl (4906)

Neol (560)
BssHII (570)
Kasl (581)
hEF1-HTLV prom Pvull (589)
pMBI ori Scal (788)
BspLUI1I (4176) BamHI (867)
Pacl (4166)
Sdal (4158)—>N Dralll (954)
mTNFRSF11A

Ndel (3980)

Afel (1284)
Eco47IIT (1284)

SnaBI (3875)

pUNO1-mTNFRSF11A

(5090 bp)

Spel (3747)

hCMV prom
Bbsl (1453)

Bsp1201 (1495)

Xhol (1566)
RsrII (1598)

EM7

Asel (3592)
BspHI (3534)
BbsI (3530)
Xmnl (3526)

Stul (3384)

(h) Bglobin p(A)

Xmnl (1915)

SV40 p(A)
andl (1927)

BstXI (3249)

Swal (2959)

SspI  (2945) — Bsp1201 (2196)
125 1 mal (2199)
— EcoRI (2706) Eagl (2368)

Mfel (2621) BspEI (2419)

Nhel (2472)
Mscl (2478)

Hpal (2610)

C?)InvivoGen



Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Neol (560)
BStEII (555)
Kasl (535) Agel (552) BssHII (570) Kasl (581) Pvull (589)

501 CTGAGATCACCGGTCACCATGGCCCCGCGCGCCCGGCGGCGCCGCCAGCTGCCCGC

[ 1* M A P R A R R R R QL P A

601 GCCGCTGCTGGCGCTCTGCGTGCTGCTCGTTCCACTGCAGGTGACTCTCCAGGTCACTCCTCCATGCACCCAGGAGAGGCATTATGAGCATCTCGGACGG
13 P L L AL CVLLVPLAQVTLAQVT®P®PT CTI QEI RHYEWUHTLGSHTR
Scal (788)
701 TGTTGCAGCAGATGCGAACCAGGAAAGTACCTGTCCTCTAAGTGCACTCCTACCTCCGACAGTGTGTGTCTGCCCTGTGGCCCCGATGAGTACTTGGACA
47 C C S R C E P G K YL SSKOCT®PTSDS SV CLUPT CGH®PUDTETYTLTD
BamHI (867)
801 CCTGGAATGAAGAAGATAAATGCTTGCTGCATAAAGTCTGTGATGCAGGCAAGGCCCTGGTGGCGGTGGATCCTGGCAACCACACGGCCCCGCGTCGCTG
80T W N E E D K C L L HKVCDAGIKALVAVDU®P GNWHTAZPTR RITR RTE
Dralll (954)
901 TGCTTGCACGGCTGGCTACCACTGGAACTCAGACTGCGAGTGCTGCCGCAGGAACACGGAGTGTGCACCTGGCTTCGGAGCTCAGCATCCCTTGCAGCTC
113* A C T A G Y HWN S D CE CCUR RI RNTET CAPGTFGAOQHTZPTILAOQL
1001 AACAAGGATACGGTGTGCACACCCTGCCTCCTGGGCTTCTTCTCAGATGTCTTTTCGTCCACAGACAAATGCAAACCTTGGACCAACTGCACCCTCCTTG
147 N K D T Vv C T P C L L GF F S DVF S STWDJZ KT CIKU®PWTNT CTL L
1101 GAAAGCTAGAAGCACACCAGGGGACAACGGAATCAGATGTGGTCTGCAGCTCTTCCATGACACTGAGGAGACCACCCAAGGAGGCCCAGGCTTACCTGCC
180G K L E A HQGTTESDVVCSSSMTULI R RPZPIKTEAOQAYLP
Ecod47II1 (1284)
Afel (1284)
1201 CAGTCTCATCGTTCTGCTCCTCTTCATCTCTGTGGTAGTAGTGGCTGCCATCATCTTCGGCGTTTACTACAGGAAGGGAGGGAAAGCGCTGACAGCTAAT
213 S L I VvV L L L FI SV VVVAAI | F GVYYRIKU GSGIKATLTAN
1301 TTGTGGAATTGGGTCAATGATGCTTGCAGTAGTCTAAGTGGAAATAAGGAGTCCTCAGGGGACCGTTGTGCTGGTTCCCACTCGGCAACCTCCAGTCAGC
247 L W N W V NDATCS SL SGNJI KU EZSSGDU RT CAGSHSATS S AQ
Bbsl (1453) Bsp1201 (1495)
1401 AAGAAGTGTGTGAAGGTATCTTACTAATGACTCGGGAGGAGAAGATGGTTCCAGAAGACGGTGCTGGAGTCTGTGGGCCTGTGTGTGCGGCAGGTGGGCC
280kQ E V C E G I L L M TRETEIKMVPEDGAGVTCGPVCAAGSGF?P
Xhol (1566) RsrlI (1598)
1501 CTGGGCAGAAGTCAGAGATTCTAGGACGTTCACACTGGTCAGCGAGGTTGAGACGCAAGGAGACCTCTCGAGGAAGATTCCCACAGAGGATGAGTACACG
313 WA E VR DS RTTFTULVSEVETOQGHDTULSR RIKII P TETDTETYT
1601 GACCGGCCCTCGCAGCCTTCGACTGGTTCACTGCTCCTAATCCAGCAGGGAAGCAAATCTATACCCCCATTCCAGGAGCCCCTGGAAGTGGGGGAGAACG
347 D R P S QP S TG S L LL1 QQGS XK S 1 PPFQEUPLTEVGEN
1701 ACAGTTTAAGCCAGTGTTTCACCGGGACTGAAAGCACGGTGGATTCTGAGGGCTGTGACTTCACTGAGCCTCCGAGCAGAACTGACTCTATGCCCGTGTC
380D S L S Q C F T G T E S TVDSEGT CDTFTEW®PPSRTDZSMZP VS
1801 CCCTGAAAAGCACCTGACAAAAGAAATAGAAGGTGACAGTTGCCTCCCCTGGGTGGTCAGCTCCAACTCAACAGATGGCTACACAGGCAGTGGGAACACT
413 P E K HL T K E I EGDSCLPWVVSSNSTHDSGYTSGSGNT
Xmnl (1915) SandI (1927)
1901 CCTGGGGAGGACCATGAACCCTTTCCAGGGTCCCTGAAATGTGGACCATTGCCCCAGTGTGCCTACAGCATGGGCTTTCCCAGTGAAGCAGCAGCCAGCA
447 P G E D H E P F P G S L K CG®PLUPQCAY SMGTF P S EAAAS
2001 TGGCAGAGGCGGGAGTACGGCCCCAGGACAGGGCTGATGAGAAGGGAGCCTCAGGGTCCGGGAGCTCCCCCAGTGACCAGCCACCTGCCTCTGGGAACGT
480*M A E A G V R P Q DR A DEIK GASGSGS SPSDOQPUPASGNYV
Xmal (2199)
Bspl1201 (2196)
2101 GACTGGAAACAGTAACTCCACGTTCATCTCTAGCGGGCAGGTGATGAACTTCAAGGGTGACATCATCGTGGTGTATGTCAGCCAGACCTCGCAGGAGGGC
513 T G NS NS TF 1 SSGQVMNTFIKGHD I I VVYVS QTS QEG
2201 CCGGGTTCCGCAGAGCCCGAGTCGGAGCCCGTGGGCCGCCCTGTGCAGGAGGAGACGCTGGCACACAGAGACTCCTTTGCGGGCACCGCGCCGCGCTTCC
547 P G S A E P E S E PV GRPVQETETLAHTR RTDS ST FAGTAZPTR RF
Eagl (2368)
2301 CCGACGTCTGTGCCACCGGGGCTGGGCTGCAGGAGCAGGGGGCACCCCGGCAGAAGGACGGGACATCGCGGCCGGTGCAGGAGCAGGGTGGGGCGCAGAC
58P D V C A T G A G L Q E QGAPUI R QKWDSGTSU RPVQEI QGG GARG QT
Mscl (2478)
BspEI (2419) Nhel (2472)
2401 TTCACTCCATACCCAGGGGTCCGGACAATGTGCAGAATGACCTCACCTTCTCTGTCTGCCCTGGGTGCAGGGGCTAGCTGGCCAGACATGATAAGATACA
613 S L H T Q G S G Q C A E e
2501 TTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTG




Hpal (2610) Mrfel (2621)
2601 CAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGT

EcoRI (2706)
2701 GGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGG
—_— -

2801 GGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTC

SspI  (2945) Swal (2959)
2901 TTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATT

3001 AGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAA

3101 AGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAG
————————34494 ¢ N R T Y K L P I L E E I T TIKVLIKSGNMTETILVTFTC
BstXI (3249)
3201 TCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCA
1124D P A Y D S | L E R CM G CP SV VU R I SRDVETDTSTYUPHTZ RVAYV
Stul (3384)
3301 CAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGAC
799 | T D F D K Q G NS VASGI AI AEATCVTVZRGI YATETIHYV
3401 AGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACC
464 A S | | E G T K TR I AA GV HHIEKNDTETYTLMTI KTETAVEV
BspHI (3534)
Bbsl (3530)

Xmnl (3526) Asel (3592)

3501 AGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTG
124L E L D Q Q S I N F T K M =
3601 TCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCG
— -

Spel (3747)
3701 TCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCC
-

SnaBI (3875)
3801 CCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGA

Ndel (3980)
3901 AAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTA

4001 CTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAA

Pacl (4166)

Sdal (4158) BspLU111 (4176)
4101 TGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAA
e

4201 AGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCG

4301 AAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCC

4401 TTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAAC

4501 CCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAA

4601 CAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCT

4701 CTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGA

4801 TTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCAT

Eagl (4926)
Pacl (4906) Swal (4915)  NotI (4925)
4901 GGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACG

5001 CTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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