Eagl (4933)

NotI (4932)
Swal (4922)
Pacl (4913)

ApalLl (4497)

BspLU11I (4183) ori pMB1
Pacl (4173)
PstI (4166)
Sdal (4165)

Ndel (3987)

SnaBI (3882)
Ecol051 (3882)

Spel  (3754) hCMV prom

EM7
Vspl (3599)
Asel (3599)
Pagl (3541)
BspHI (3541)
Xmnl (3533)

Stul (3391)
Ecol471 (3391)

Swal (2966)
Sspl  (2952)

EcoRI (2713)
Mfel (2628)
Hpal (2617)

Mscl (2485)

Ball (2485)
Nhel (2479)
AvrIl (2474) Acc651 (2437)

pUNO1-mTRIM25

(5097 bp)

(h) Bglobin p(A)
SV40 p(A) mod

Sgfl (6)
Pvul (7)
Mfel (82)
Psp14061 (203)
HindIII (245)
Bsu36l (291)
ael (441)
NgoMIV (441)
KasI (535)
Agel (552)
BstEIl (555)
Ncol (560)
Dralll (636)
PshAI (678)
Bsp1201 (693)
Sdal (789)
Pstl (790)
Ecol471 (952)
Stul (952)

EcoRI (1051)

hEF1-HTLV prom

mTRIM2S

XemI  (1139)

Fspl (1337)

BglII (1539)
BsaBI (1540)
BsiBI (1540)

BspHI (1548)

Pagl (1548)
Tth111I (1671)
Asull (1701)
Bsp1191 (1701)

BstBI (1701)
Ball (1803)
Mscl (1803)
Agel (2039)
-Xmnl (2136)
Bsp1201 (2184)

Nael (2195)
NgoMIV (2195)
BgllIl (2246)
XholI (2300)

ApaLlI (2365)

BsrGI (2375)

InvivoGen



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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
Nael (441)
401
BstEIl (555)
Kasl (535) Agel (552) Neol (560)
501 CTGAGATCACCGGTCACCATGGCGGAGCTGAATCCTCTGGCCGAGGAGCTGTCCTG
- 1kMetAl aGluLeuAsnProLeuAl aGluGluLeuSer Cy
Dralll (636) PshAI (678) Bsp1201 (693)

601 CTCCGTCTGCCTGGAGCTCTTCAAGGAACCTGTCACCACCCCGTGCGGCCACAACTTCTGCACGTCATGCCTGGATGAGACGTGGGTCGTCCAGGGCCCG
13k sSerVal CysLeuGluLeuPheLysGluProVal Thr ThrProCysGlyHi sAsnPheCysThr Ser CysLeuAspGluThr TrpVal Val GInGlyPro
PstI (790)
Sdal (789)

701 CCGTACCGATGCCCGCAATGTCGCAAAGTGTACCAGGTGCGCCCGCAGCTGCAAAAGAACACGGTAATGTGCGCGGTGGTGGAGCAGTTCCTGCAGGCCG
47FProTyrArgCysProGlnCysArgLysVal TyrGlnValArgProGl nLeuGl nLysAsnThr ValMetCysAl aVal Val Gl uGl nPheLeuGl nAl aG
801 AGCAGGCGCGGACCCCGGTGGACGACTGGACGCCTCCTGCCCGCTTCTCCGCCTCCAGCGCAGCCACCCAGGTGGCCTGCGACCACTGCCTGACGGAGAT
80F | uGl nAl aArgThrProValAspAspTrpThrProProAl aArgPheSer Al aSer Ser Al aAl aThr Gl nValAl aCysAspHisCysLeuThrGlul

Stul (952)
Ecol471 (952)
901 CGCAGTGAAGACGTGCCTCGTGTGCATGGCCTCTTTCTGCCAGGAGCACTTGAGGCCTCACTTCGACAGTCCGGCCTTCCAGGATCACCCCCTACAGTCG
113k eAlaValLysThrCysLeuVal CysMetAl aSer PheCysGI nGl uHi sLeuArgP roHi sPheAspSer ProAl aPheGl nAspHisProLeuGlnSer
EcoRI (1051)
1001 CCCATCCGTGACCTTCTGCGCCGCAAATGTACCCAGCACAACCGCCTTCGGGAATTCTTTTGTCCCGAGCATGGCGAGTGCATCTGCCATATCTGCTTGG
147FProl | eArgAspLeulLeuArgArgLysCysThr Gl nHi sAsnArgLeuArgGl uPhePheCysProGl uHisGlyGluCysl|leCysHislleCysLeuV
Xceml (1139)
1101 TAGAGCACAAGACCTGCTCCCCTACGACCCTAAGTCAAGCCAGCGCCGACCTGGAGTACAAACTGAGGAATAAACTCACTATCATGCACAGCCACATCAA
180F al Gl uHisLysThr CysSerProThr Thr LeuSer Gl nAl aSer Al aAspLeuGluTyrLysLeuArgAsnLysLeuThr | leMetHisSerHisl|eAs
1201 TGGGGCAACCAAAGCATTGGAGGATGTGAGATCCAAGCAACAGTGTGTGCAGGATTCTATGAAGAGGAAGATGGAACAGCTGAGACAGGAGTATATGGAA
213k nGlyAlaThrLysAl aLeuGl uAspValArgSerLysGlnGlnCysVal Gl nAspSer MetLysArgLysMetGl uGl nLeuArgGInGluTyrMetGlu
Fspl (1337)
1301 ATGAAGGCTGTCATCGACGCAGCAGAGACCAGCTCCTTGCGCAGGTTGAAGGAGGAGGAGAAGAGAGTCTACGGAAAATTCGACACCATCTACCAGGTTC
247FMetLysAlaVal | | eAspAl aAl aGluThr Ser Ser LeuArgArgleulLysGluGluGluLysArgVal TyrGlyLysPheAspThr I leTyrGlnValL
1401 TCGTCAAGAAGAAGAGTGAGATGCAGAAACTGAAGGCAGAGGTTGAGCTCATTATGGACAAAGGGGATGAGTTTGAGTTTCTGGAGAAAGCTGCAAAATT
280k euVal LysLysLysSerGluMetGlnLysLeuLysAl aGluVal GluLeul | eMetAspLysGl yAspGl uPheGluPhelLeuGluLysAl aAlalLyslLe
Pagl (1548)
BsiBI  (1540)
BsaBI (1540)
BgllI (1539) BspHI (1548)
1501 GCAAGGAGAGTCAACAAAACCAGTCTACATCCCTAAGATAGATCTGGATCATGATTTGATAATGGGAATCTACCAAGGGGCGGCGGACCTCAAGAGTGAA
313k uGInGlyGluSer ThrLysProVal TyrlleProLysl|eAspLeuAspHisAspLeul leMetGlylleTyrGlnGlyAlaAlaAspLeulLysSerGlu
Tth111I (1671)
1601 CTGAAGCACTCCATTAAGAAGCTACAGAAGAAGTCTGAGGAGCACAATGGCTCAGGTAACAAGGGAGACCAGACACAGTCCACTTTTAAACCCGTACAAC
347F LeuLysHisSer |l leLysLysLeuGlnLysLysSer GluGluHi sAsnGlySer Gl yAsnLysGl yAspGl nThr Gl nSer Thr PheLysProVal Gl nP
BstBI (1701)
Bspl1191 (1701)
Asull (1701)
1701 CTTCGAAGAAGACCATTCAAGAAAAGAAGACCAAGAAAACCCCTGTTGCTCCCGGCCCTCCCTCCCACTTCTCACCCAACAAGTTGCCCACCTTTGGAGC
380FroSerLysLysThr I 1eGlInGluLysLysThrLysLysThrProValAlaProGlyProProSerHisPheSerProAsnLysLeuProThr PheGlyAl
Mscl (1803)
Ball (1803)
1801 TCCTGGCCAATCACTGGATTCAAAAGCAACTTCCCCTGATGCCGCACCCAAAGCCAGTGCTGCACAGCCAGACTCTATAGGAGTCAAGGCTAAGGTGCTA
413F aProGlyGlnSerLeuAspSer LysAl aThr Ser ProAspAl aAl aProLysAl aSer Al aAl aGl nProAspSer | | eGlyValLysAlalLysValLeu
1901 GAAAACTTCTTAACCAAGTCCAGAACGGAGCTTCTGGAGTATTTCGTGAAAGTCATCTTCGACTACAATACCGCCCACAACAAAGTGTCTCTGTCAAACA
447 Gl uAsnPheLeuThrLysSerArgThr GluLeuLeuGluTyrPheValLysVal | | ePheAspTyrAsnThr Al aHi sAsnLysVal Ser LeuSerAsnL
Agel (2039)
2001 AGTACACCACCGCCTCTGTGTCTGATGGGCTCCAGCACTACCGGTCCCATCCCCAGAGGTTCACCTACTGCTCTCAGGTCCTGGGGCTGCACTGCTACAA
480F ysTyrThr ThrAl aSer Val SerAspGlyLeuGl nHisTyrArgSerHi sProGlnArgPheThr TyrCysSer Gl nVal LeuGl yLeuHisCysTyrLy
NgoMIV (2195)
Xmnl (2136) Bsp120I (2184) Nael (2195)
2101 GAATGGCATTCACTACTGGGAGGTGGAACTACAGAAGAACAACTTCTGCGGCGTAGGCATCTGCTACGGCAGCATGGAACGGCAGGGCCCCGAGAGCCGG
513FsAsnGlyl leHisTyrTrpGluVal GluLeuGlnLysAsnAsnPheCysGlyValGlylleCysTyrGlySerMetGluArgGlInGlyProGluSerArg
Bglll (2246)
2201 CTGGGCCGCAACCCCAACTCATGGTGTGTGGAGTGGTTCAATAACAAGATCTCCGCCTGGCACAACAACGTGGAGAAGACTCTGCCCTCCACCAAGGCCA
547F LeuGl yArgAsnProAsnSer TrpCysVal Gl uTrpPheAsnAsnLys| | eSerAl aTrpHi sAsnAsnVal GluLysThrLeuProSer ThrLysAlaT



Xhol (2300) ApaLl (2365) BsrGI (2375)

2301 CTCGAGTCGGCGTGCTGCTCAACTGTGACCACGGCTTCGTCATTTTCTTTGCT GTCACCGAAAAGGTGCACCTGATGTACAAGTTCAAGGTGGACTTCAC
580k hrArgVal Gl yVal LeuLeuAsnCysAspHisGlyPheVal | | ePhePheAl aVal Thr GluLysVal HisLeuMetTyrLysPhelLysValAspPheTh

Mscl (2485)

Nhel (2479)

Acc651 (2437) AvrIl (2474) Ball (2485)
2401 CGAAGCTCTGTACCCAGCCTTCTGGGTGTTCTCGGCGGGTACCACCCTCTCTATCTGCTCCAAATAGCCAGGTCCCTAGGCTAGCTGGCCAGACATGATA
613k rGluAlaLeuTyrProAl aPheTrpVal PheSerAl aGlyThr Thr LeuSer | | eCysSerLyseee —_—
2501 AGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTA

Hpal (2617) Mfel (2628)
2601 TAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTA

EcoRI (2713)
2701 CAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGG
D ——— -

2801 CATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCT

SspI  (2952) Swal (2966)
2901 TCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTT

3001 TTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACA

3101 GCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCAC
1414 eeeAsnArgThr TyrLysLeuProl leLeuGluGlul leThr ThrLysVal LeuLysGl yAsnMetGlul | eLeuVal
3201 AAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTG
1154PheCysAspProAlaTyrAspSer | leLeuGluArgCysMetGlyCysProSerValValArgl|leSerArgAspVal Gl uAspSer TyrProHisArgV
Stul (3391)
Ecol471 (3391)
3301 ACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAA
814alAlaVallleThrAspPheAspLysGlnGlyAsnSerValAlaSerGlylleAlalleAlaGluAlaCysVal ThrValArgGlylleTyrAlaGlul
3401 TGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGAC
484 eHisValAlaSer|lelleGluGlyThrLysThrArglleAlaAlaGlyValHisHisLysAsnAspGluTyrLeuMetThr | leLysGluThrAlaVval
Pagl (3541)
BspHI (3541) Vspl (3599)
Xmnl (3533) Asel (3599)
3501 CTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGA
154GluVal LeuGl uLeuAspGl nGlnSer | | eAsnPheThr LysMe t <
3601 TTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCC
.

Spel (3754)
3701 ATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTT
-

SnaBI (3882)
Ecol051 (3882)
3800 GGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCC

Ndel (3987)
3900 AAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACAC

4000 TTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATT

Pstl (4166)
Sdal (4165)  Pacl (4173) BspLU11I (4183)
4100 GACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAA
B —

4198 GGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTC

4298 AGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATA

4398 CCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGT

ApaLl (4497)
4498 GTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAG

4598 CCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGG

4698 TATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGC

4798 AAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGA

Eagl (4933)
Pacl (4913) Swal (4922)  Notl (4932)
4898 TTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAA

4998 CTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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