NotI (4938)
Swal (4928)
Pacl (4919)

ApaLl (4503)

BspLU111 (4189) ori pMBI1

Pacl (4179)
Sdal (4171)

Ndel (3993)

hCMYV enh

SnaBI (3888)
Ecol05I (3888)

Spel (3760) hCMYV prom

EM7
Vspl (3605)
Asel (3605)
Pagl (3547)
BspHI (3547)
Xmnl (3539)

Stul (3397)
Ecold7I (3397)

EcoO1091 (3033)

Swal (2972)
SspI (2958)

EcoRI (2719)
125 Mfel (2634)
Hpal (2623)
Mscl (2491)

pUNO1-hTRIM25

(h) Bglobin p(A)

Sefl () pyur (7)
Mfel (82)
Pspl4061  (203)
Pvull (239)
HindIII (245)
Bsu36l (291)

Nael (441)
NgoMI (441)
NgoMIV (441)
KasI (535)
/ Agel (552)

Ncol (560)

Dralll (636)

Pvull (745)

Sdal (789)

Sfil  (795)
Smal (806)
Xmal (806)

Nrul (1008)

hEF1-HTLV prom

hTRIM25

XemI (1142)
Bsu36l (1164)
BsrGI (1187)

(5103 bp)

HindIII (1765)

SV40 p(A) mod Ball (1895)
Mscl (1895)
BamHI (2090)
Xmnl (2121)
Eco01091 (2168)
Bsp120I (2169)

BglIl (2231)

Tth1111 (2344)

Nhel (2485)
Ball (2491)

InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301
NgoMIV (441)
NgoMI  (441)
Nael (441)
401
Ncol (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGCAGAGCTGTGCCCCCTGGCCGAGGAGCTGTCGTG
- 1kMetAl aGluLeuCysProLeuAl aGluGluLeuSerCy

Dralll (636)
601 CTCCATCTGCCTGGAGCCCTTCAAGGAGCCGGTCACCACTCCGTGCGGCCACAACTTCTGCGGGTCGTGCCTGAATGAGACGTGGGCAGTCCAGGGCTCG
13k sSer|leCysLeuGluProPheLysGluProVal Thr Thr ProCysGl yHi sAsnPheCysGlySer CysLeuAsnGl uThr TrpAl aVal Gl nGlySer
Sfil  (795)
Pvull (745) Sdal (789)
701 CCATACCTGTGCCCGCAGTGCCGCGCCGTCTACCAGGCGCGACCGCAGCTGCACAAGAACACGGTGCTGTGCAACGTGGTGGAGCAGTTCCTGCAGGCCG
47FProTyrLeuCysProGIinCysArgAlaVal TyrGl nAl aArgProGlnLeuHisLysAsnThr Val LeuCysAsnVal Val Gl uGl nPheLeuGl nAl aA
Xmal (806)
Smal (806)
801 ACCTGGCCCGGGAGCCACCCGCCGACGTCTGGACGCCGCCCGCCCGCGCCTCTGCACCCAGCCCGAATGCCCAGGTGGCCTGCGACCACTGCCTGAAGGA
80F spLeuAl aArgGluProProAl aAspVal TrpThrProProAl aArgAl aSerAl aProSerProAsnAl aGlnValAl aCysAspHisCysLeulLysGl
901 GGCCGCCGTGAAGACGTGCTTGGTGTGCATGGCCTCCTTCTGTCAGGAGCACCTGCAGCCGCACTTCGACAGCCCCGCCTTCCAGGACCACCCGCTGCAG
113k uAlaAlaVvalLysThrCysLeuVal CysMetAl aSer PheCysGI nGl uHi sLeuGl nProHi sPheAspSer ProAl aPheGl nAspHisProLeuGln
Nrul (1008)
1001 CCGCCCGTTCGCGACCTGTTGCGCCGCAAATGTTCCCAGCACAATCGGCTGCGGGAATTTTTCTGCCCCGAGCACAGCGAGTGCATCTGCCACATCTGCC
147 ProProValArgAspLeuLeuArgArgLysCysSer Gl nHi sAsnArgLeuArgGl uPhePheCysProGl uHisSer GluCysl leCysHisl I eCysL
XemlI (1142) Bsu36I (1164) BsrGI (1187)
1101 TGGTGGAGCATAAGACCTGCTCTCCCGCGTCCCTGAGCCAGGCCAGCGCCGACCTGGAGGCCACCCTGAGGCACAAACTAACTGTCATGTACAGTCAGAT
180k euVal Gl uHisLysThr CysSer ProAl aSer LeuSer Gl nAl aSer Al aAspLeuGl uAl aThr LeuArgHisLysLeuThrValMetTyrSer Gl nl
1201 CAACGGGGCGTCGAGAGCACTGGATGATGTGAGAAACAGGCAGCAGGATGTGCGGATGACTGCAAACAGAAAGGTGGAGCAGCTACAACAAGAATACACG
213k eAsnGlyAl aSerArgAl aLeuAspAspVal ArgAsnArgGl nGl nAspVal ArgMetThr Al aAsnArgLysVal Gl uGl nLeuGI nGInGluTyrThr
1301 GAAATGAAGGCTCTCTTGGACGCCTCAGAGACCACCTCGACAAGGAAGATAAAGGAAGAGGAGAAGAGGGTCAACAGCAAGTTTGACACCATTTATCAGA
247F GluMetLysAl aLeuLeuAspAl aSer Gl uThr Thr Ser ThrArgLys| I eLysGluGluGluLysArgValAsnSerLysPheAspThr|leTyrGInl
1401 TTCTCCTCAAGAAGAAGAGTGAGATCCAGACCTTGAAGGAGGAGATTGAACAGAGCCTGACCAAGAGGGATGAGTTCGAGTTTCTGGAGAAAGCATCAAA
280F | eLeuLeuLysLysLysSerGlul leGInThrLeuLysGluGlul | eGluGlnSerLeuThrLysArgAspGluPheGl uPhelLeuGluLysAl aSerLy
1501 ACTGCGAGGAATCTCAACAAAGCCAGTCTACATCCCCGAGGTGGAACTGAACCACAAGCTGATAAAAGGCATCCACCAGAGCACCATAGACCTCAAAAAC
313k sLeuArgGlylleSerThrLysProVal TyrlleProGluValGluLeuAsnHisLysLeul leLysGlylleHisGInSerThrlleAspLeuLysAsn
1601 GAGCTGAAGCAGTGCATCGGGCGGCTCCAGGAGCT CACCCCCAGTTCAGGTGACCCTGGAGAGCATGACCCAGCGTCCACACACAAATCCACACGCCCTG
347k GlulLeuLysGInCysl | eGlyArgLeuGlnGluLeuThrProSerSer Gl yAspProGl yGl uHi sAspProAl aSer Thr Hi sLysSer ThrArgProV
HindIII (1765)
1701 TGAAGAAGGTCTCCAAAGAGGAAAAGAAATCCAAGAAACCTCCCCCTGTCCCTGCCTTACCCAGCAAGCTTCCCACGTTTGGAGCCCCGGAACAGTTAGT
380k allLysLysValSerLysGluGluLysLysSerLysLysProProProValProAlalLeuProSerLysLeuProThrPheGlyAlaProGluGlnLeuVa
Mscl (1895)
Ball (1895)
1801 GGATTTAAAACAAGCTGGCTTGGAGGCTGCAGCCAAAGCCACCAGCTCACATCCGAACTCAACATCTCTCAAGGCCAAGGTGCTGGAGACCTTCCTGGCC
413F | AspLeuLysGlnAl aGl yLeuGl uAl aAl aAl aLysAl aThr Ser Ser Hi sProAsnSer Thr Ser LeuLysAl aLysVal LeuGl uThr PheLeuAl a
1901 AAGTCCAGACCTGAGCTCCTGGAGTATTACATTAAAGTCATCCTGGACTACAACACCGCCCACAACAAAGTGGCTCTGTCAGAGTGCTATACAGTAGCTT
447 LysSerArgProGluLeuLeuGluTyrTyrl leLysVallleLeuAspTyrAsnThrAl aHisAsnLysValAlaLeuSerGluCysTyrThrValAla$S
BamHI (2090)
2001 CTGTGGCTGAGATGCCTCAGAACTACCGGCCGCATCCCCAGAGGTTCACATACTGCTCTCAGGTGCTGGGCCTGCACTGCTACAAGAAGGGGATCCACTA
480QF erValAl aGl uMetProGl nAsnTyrArgProHisProGlnArgPheThr TyrCysSer Gl nVal LeuGlyLeuHisCysTyrLysLysGlylleHisTy
Bsp120I (2169)
Xmnl (2121) EcoO1091 (2168)
2101 CTGGGAGGTGGAGCTGCAGAAGAACAACTTCTGTGGGGTAGGCATCTGCTACGGAAGCATGAACCGGCAGGGCCCAGAAAGCAGGCTCGGCCGCAACAGC
513k r TrpGluVal GluLeuGl nLysAsnAsnPheCysGlyVal Glyl | eCysTyrGlySer MetAsnArgGl nGlyProGluSerArgLeuGl yArgAsnSer
BglIl (2231)
2201 GCCTCCTGGTGCGTGGAGTGGTTCAACACCAAGATCTCTGCCTGGCACAATAACGTGGAGAAAACCCTGCCCTCCACCAAGGCCACGCGGGTGGGCGTGC
547FAlaSer TrpCysVal Gl uTrpPheAsnThrLysl| | eSer Al aTrpHi sAsnAsnVal GluLysThrLeuProSer ThrLysAl aThrArgVal GlyValL
Tth111l (2344)
2301 TTCTCAACTGTGACCACGGCTTTGTCATCTTCTTCGCTGTTGCCGACAAGGTCCACCTGATGTATAAGTTCAGGGTGGACTTTACTGAGGCTTTGTACCC
580F euLeuAsnCysAspHisGlyPheVal | | ePhePheAl aValAl aAspLysValHisLeuMetTyrLysPheArgValAspPheThr GluAlaLeuTyrPr



Mscl (2491)
Ball (2491)
Nhel (2485)
2401 GGCTTTCTGGGTATTTTCTGCTGGTGCCACACTCTCCATCTGCTCCCCCAAGTAGGCAGGCTGTAGGCACTTGGGCTGACTGCCTGCTAGCTGGCCAGAC
613k oAl aPheTrpVal PheSerAl aGl yAlaThrLeuSer |l eCysSerProLyseee
2501 ATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAA

Hpal (2623) Mfel (2634)
2601 CCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAA

EcoRI (2719)
2701 CCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGG
- -

2801 CATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACT

SspI  (2958) Swal (2972)
2901 AGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATA

Eco01091 (3033)
3001 AATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAAT

3101 TGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAAT
1414 eeeAsnArgThr TyrLysLeuProl leLeuGluGlul I eThr ThrLysVal LeuLysGl yAsnMetGlul | e
3201 GAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGG
1174LeuVal PheCysAspProAl aTyrAspSer | leLeuGluArgCysMetGlyCysProSerValValArglleSerArgAspVal Gl uAspSer TyrProH
Stul (3397)
Eco1471 (3397)
3301 TGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGG
834 isArgValAlaVallleThrAspPheAspLysGlnGlyAsnSerValAlaSerGlylleAlalleAlaGluAlaCysVal ThrVvalArgGlylleTyrAl
3401 CCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGT
504aGlul leHisValAlaSerllelleGluGlyThrLysThrArglleAlaAlaGlyValHisHisLysAsnAspGluTyrLeuMetThr | leLysGluThr
Pagl (3547)
BspHI (3547)
Xmnl (3539)
3501 GGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGC
174AlaVval GluVal LeuGluLeuAspGIl nGl nSer | | eAsnPheThr LysMe t <
VspI (3605)
Asel  (3605)
3601 CGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCT
.

Spel (3760)
3700 ACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTG
-

SnaBI (3888)
Ecol051 (3888)
3799 GAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATG

Ndel (3993)
3899 TACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATAT

3999 GATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGT

Sdal (4171)  Pacl (4179) BspLU11I (4189)
4099 CATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTG
B I

4197 AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGC

4297 TCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTA

4397 CCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCT

ApaLI (4503)
4497 GGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG

4597 GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAG

4697 TATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTT

4797 TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT

Pacl (4919) Swal (4928)  Notl (4938)
4897 TAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGA

4997 ATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTC
5097 TATCGAA
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