Eagl (4867)
Notl (4866)
Swal (4856)

Pacl (4847) \\

ApaLl (4431)

BspLUI1I (4117)
Pacl (4107)

Pstl (4100)
Sdal (4099)

Ndel (3921) hCMYV enh

SnaBI (3816)

Spel (3688)

hCMV prom

Sacl (3590)
Asel (3533)
BspHI (3475)

Xmnl (3467)
Stul (3325)

BstXI (3190)

Sacl (3161)

Swal (2900)
SspI  (2886)

EcoRI (2647)
Mfel (2562)
Hpal (2551)

hTNFRSF11A (CD265, RANK)

pUNO1-hTNFRSF11A

(h) Bglobin p(A)

Sgfl (6)
Pvul (7)
Mfel (82)
EcoNI (96)
Psp14061 (203)
Pvull (239)
HindIII (245)
EcoNI (287)

Bsu36l (291)
/NgoMIV (441)

Agel (552)
hEF1-HTLV prom

BStEII (555)
Ncol (560)

Pstl (631)

BspLU11I (725)

Sfil  (849)
NgoMIV (868)
ApaLlI (900)
Acc65I (911)
Dralll (951)

DrallI (1005)

(5031 bp)
Bsu361 (1349)

BbrPI (1491)

SV40 p(A
P Xeml (1971)

Xeml (2034)

Ncol (2255)

Ascl (2286)
Stul (2369)
Xhol (2373)
Nhel (2413)

C?)InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Ncol (560)
BstEII (555)
Agel (552)

501 CTGAGATCAccggtcaCCATGGCCCCGCGCGCCCGGCGGCGCCGCCCGCTGTTCGC

- 1 M A P R A R R RRP L F A

PstI (631)
601 GCTGCTGCTGCTCTGCGCGCTGCTCGCCCGGCTGCAGGTGGCTTTGCAGATCGCTCCTCCATGTACCAGTGAGAAGCATTATGAGCATCTGGGACGGTGC
13 L L L LCALLARTLI QQVALO QI APPTC CTS SET KU HYTEHTLTGTRC
BspLUL11I (725)
701 TGTAACAAATGTGAACCAGGAAAGTACATGTCTTCTAAATGCACTACTACCTCTGACAGTGTATGTCTGCCCTGTGGCCCGGATGAATACTTGGATAGCT
47 C N K C E P G K YM S S KOCTTTSDSVCLZPT CGTPUDTETYTLTDSS
Sfil  (849) NgoMIV (868)
801 GGAATGAAGAAGATAAATGCTTGCTGCATAAAGTTTGTGATACAGGCAAGGCCCTGGTGGCCGTGGTCGCCGGCAACAGCACGACCCCCCGGCGCTGLCGC
80PW N E E D K C L L HKVCDTSGIKALVAVVAGNSTTUPTZ RTI RTCA
ApaLI (900)  Acc65I (911) Dralll (951)
901 GTGCACGGCTGGGTACCACTGGAGCCAGGACTGCGAGTGCTGCCGCCGCAACACCGAGTGCGCGCCGGGCCTGGGCGCCCAGCACCCGTTGCAGCTCAAC
113 ¢ T A G Y HW S Q DCECC CRI RNTET CAPGLTGAIOQHTPTLIZ QLN
DrallI (1005)
1001 AAGGACACAGTGTGCAAACCTTGCCTTGCAGGCTACTTCTCTGATGCCTTTTCCTCCACGGACAAATGCAGACCCTGGACCAACTGTACCTTCCTTGGAA
147 K D T V. C K P C LA GY F SDATFSSTDJZ KT CRPWTNTC CTTFTLG
1101 AGAGAGTAGAACATCATGGGACAGAGAAATCCGATGCGGTTTGCAGTTCTTCTCTGCCAGCTAGAAAACCACCAAATGAACCCCATGTTTACTTGCCCGG
180K R V E H H G T E K S DAV CSSSLPARTIKTPPNETPHVYTLTZPG
1201 TTTAATAATTCTGCTTCTCTTCGCGTCTGTGGCCCTGGTGGCTGCCATCATCTTTGGCGTTTGCTATAGGAAAAAAGGGAAAGCACTCACAGCTAATTTG
213 L I I L L L FASVALVAAI I TFGVC CYUZ RI KI KTGIEKATLTANIL
Bsu36l (1349)
1301 TGGCACTGGATCAATGAGGCTTGTGGCCGCCTAAGTGGAGATAAGGAGTCCTCAGGTGACAGTTGTGTCAGTACACACACGGCAAACTTTGGTCAGCAGG
247" W H W I N E A C G R L S GDIKZESSGDSCVSTHTANTFGA QDA Q
BbrPI (1491)
1401 GAGCATGTGAAGGTGTCTTACTGCTGACTCTGGAGGAGAAGACATTTCCAGAAGATATGTGCTACCCAGATCAAGGTGGTGTCTGTCAGGGCACGTGTGT
280G A C E G V L L L T L E E K T F P EDMTCYPDOQGGVCQGTCV
1501 AGGAGGTGGTCCCTACGCACAAGGCGAAGATGCCAGGATGCTCTCATTGGTCAGCAAGACCGAGATAGAGGAAGACAGCTTCAGACAGATGCCCACAGAA
313 G G G P YA QGEDARMLTSLV SKTTETIlITETETDSTFTIRIOQMZPTE
1601 GATGAATACATGGACAGGCCCTCCCAGCCCACAGACCAGTTACTGTTCCTCACTGAGCCTGGAAGCAAATCCACACCTCCTTTCTCTGAACCCCTGGAGG
347 D E Y M DR P S QP TDO QLLTFLTTETPGSIKSTTPPTFSETFPTLE
1701 TGGGGGAGAATGACAGTTTAAGCCAGTGCTTCACGGGGACACAGAGCACAGTGGGTTCAGAAAGCTGCAACTGCACTGAGCCCCTGTGCAGGACTGATTG
380V G E N D S L S QCF TGTQSTVGSET ST CNTCTTET PTLTE CRTUDW
1801 GACTCCCATGTCCTCTGAAAACTACTTGCAAAAAGAGGTGGACAGTGGCCATTGCCCGCACTGGGCAGCCAGCCCCAGCCCCAACTGGGCAGATGTCTGC
413 T P M S S E NY L Q K E VDS GHT CPUHMWAATSZPSUPNMWATDVC
Xeml (1971)
1901 ACAGGCTGCCGGAACCCTCCTGGGGAGGACTGTGAACCCCTCGTGGGTTCCCCAAAACGTGGACCCTTGCCCCAGTGCGCCTATGGCATGGGCCTTCCCC
447* T G C R N P P G E D CE P L V G SP KU RGPLZP QCAY GMGTLP
Xeml (2034)
2001 CTGAAGAAGAAGCCAGCAGGACGGAGGCCAGAGACCAGCCCGAGGATGGGGCTGATGGGAGGCTCCCAAGCTCAGCGAGGGCAGGTGCCGGGTCTGGAAG
480kP E E E A S R T E AR DO QZPTEUDGADTGT RTLZPSSARAGATGSG S
2101 CTCCCCTGGTGGCCAGTCCCCTGCATCTGGAAATGTGACTGGAAACAGTAACTCCACGTTCATCTCCAGCGGGCAGGTGATGAACTTCAAGGGCGACATC
513 S P G G Q S P A S GNVTGNSNSTTFI SSGQVMNTFKGD I
Neol (2255) Ascl  (2286)
2201 ATCGTGGTCTACGTCAGCCAGACCTCGCAGGAGGGCGCGGCGGCGGCTGCGGAGCCCATGGGCCGCCCGGTGCAGGAGGAGACCCTGGCGCGCCGAGACT
547 | V. VY VS QT S QE GAAAAATEUPMGTR RZPVQETETTLAT RTE RTD
Xhol (2373)
Stul (2369)
2301 CCTTCGCGGGGAACGGCCCGCGCTTCCCGGACCCGTGCGGCGGCCCCGAGGGGCTGCGGGAGCCGGAGAAGGCCTCGAGGCCGGTGCAGGAGCAAGGCGG
58S F A G N G P R F P D P C G GPEGLT RTET PETZKAST RTPVOQETU QGG
Nhel (2413)
2401 GGCCAAGGCTTGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAA
613k A K A e

Hpal (2551) Mfel (2562)
2501 ATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGG




EcoRI (2647)
2601 TGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACT
- -

2701 TGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGA

SspI  (2886)
2801 TATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATA

Swal (2900)
2901 ATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTT

3001 AGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGG
4414 ¢ N R T Y K L P I L E E I T T
Sacl (3161) BstXI (3190)
3101 TTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGAT
1264 K VL K G NM E I LV F CDU®PAYDS S Il L ERT CMGT CU®PSV VR R

3201 GGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCA

934 S R D VE D S Y P HR VAV I T DFDI K QGNSVASGI A 1 AE

Stul (3325)
3301 GCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGT
504A C V. T VR G I Y A E I HV A S I | EGTIKTWR R I A A GV HHIKND
BspHI (3475)
Xmnl (3467)

3401 CCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGT

264 E Y L M T I KETAVEUVLTETLUDG QQSTI NTFTI KM=
Asel (3533) Sacl (3590)
3501 CGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCT
-

Spel (3688)
3601 TATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAAC
R I—

3701 AAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGG

SnaBI (3816)
3801 TAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGAC

Ndel (3921)
3901 GTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCT

Sdal (4099)
4001 ATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGC

Pacl (4107)

Pstl (4100) BspLUI1I (4117)
4101 CTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCT
B

4201 GACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCT

4301 CTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTC

ApaLl (4431)
4401 GGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCG

4501 GTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTA

4601 ACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAAC

4701 CACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGAC

Eagl (4867)
Pacl (4847) Swal (4856) Notl (4866)
4801 GCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACA

4901 TCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCA
5001 AGTGCAGGTGCCAGAACATTTCTCTATCGAA
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