
100

pUNO1-mSIKE
(3821 bp)

SV40 p(A) mod

(h) ßglobin p(A)

ori pMB1

hCMV enh

hCMV prom

EM7
BsrS2

hEF1-HTLV prom

mSIKE

SgfI (6)
PvuI (7)

MfeI (82)
EcoNI (96)

Psp1406I (203)
PvuII (239)

HindIII (245)
EcoNI (287)

Bsu36I (291)
NaeI (441)

NgoMI (441)
KasI (535)

AgeI (552)
BspHI (560)

BglII (581)
XcmI (596)

BsrBI (610)
EagI (635)
SgrAI (670)
KasI (700)
NsiI (731)
Ppu10I (731)
BspLU11I (749)
BspHI (872)
XmnI (934)
ClaI (985)

PvuII (1075)

XcmI (1175)
NheI (1203)

MscI (1209)

HpaI (1341)
MfeI (1352)

EcoRI (1437)

SspI (1676)
SwaI (1690)

EcoO109I (1751)

SacI (1951)

BstXI (1980)

StuI (2115)

XmnI (2257)
BspHI (2265)

AseI (2323)
SacI (2380)

SpeI (2478)

SnaBI (2606)

NdeI (2711)

SdaI (2889)
PacI (2897)

BspLU11I (2907)

ApaLI (3221)

PacI (3637)
SwaI (3646)

NotI (3656)
EagI (3657)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAGCTGCACCATCGAGAAGATCTTGACGGACGCCAA

GACGCTGCTGGAGCGGCTGCGCGAGCACGATGCGGCGGCCGAGTCGCTGGTGGACCAGTCGGCTGCGCTGCACCGGCGGGTGGCGGCGATGCGGGAGGCG

GGCGCCGTGTTACCCGAGCAGTATCAAGAGGATGCATCCGACGTGAAGGACATGTCTAAATATAAACCTCACATTCTGCTGTCTCAAGAGAATACCCAGA

TTAGAGACTTACAGCAGGAAAACAGAGAACTGTGGGTTTCCTTGGAGGAGCACCAGGATGCGTTGGAACTGATCATGAGCAAGTACCGGAAACAGATGTT

ACAGTTAATGGTCGCTAAGAAAGCCGTGGATGCCGAACCAGTTCTGAAAGCTCACCAGTCTCACTCTGCAGAGATTGAAAGTCAGATCGATAGAATCTGT

GAAATGGGAGCAGTGATGCGGAGAGCTGTTCAGGTGGACGATAACCAATTCTGTAAGGTTCAGGAGAGACTAGCTCAGCTGGAGCTTGAAAATAAGGAAC

TTCGAGAGTTACTGTCCATCAGCAGTGAATCTCTGCAGGTTGGAAAAGAAAGCTCTGTGGCTCCTGCCTCTCAGACCATCAAGTAACTGGACTTCCGAAG

GCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATG

CTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGT

TTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTT

TCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTAT

TTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATAC

ATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAA

GGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAG

CTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCC

ACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAG

TGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAG

CATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATAC

TATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACC

•••AsnArgThr Ty rLysLeuP ro I l eLeuGl uGl u I l eThr Thr LysVa l Leu

LysGl yAsnMe tGl u I l eLeuVa l PheCysAspP roAl aTyrAspSer I l eLeuGl uArgCysMe tGl yCysP roSer Va l Va l A rg I l eSer A rgAspV

a l Gl uAspSer Ty rP roHi sArgVa l A l aVa l I l eThrAspPheAspLysGl nGl yAsnSer Va l A l aSer Gl y I l eAl a I l eAl aGl uAl aCysVa l Th

r Va l A rgGl y I l eTyrAl aGl u I l eHi sVa l A l aSer I l e I l eGl uGl yThr LysThr A rg I l eAl aAl aGl yVa l Hi sHi s LysAsnAspGl uTy rLeu

Me tThr I l eLysGl uThr Al aVa l Gl uVa l LeuGl uLeuAspGl nGl nSer I l eAsnPheThr LysMe t

Me tSer CysTh r I l eGl uLys I l eLeuThrAspAl aLy

sThr LeuLeuGl uArgLeuArgGl uHi sAspAl aAl aAl aGl uSer LeuVa l AspGl nSer Al aAl aLeuHi sArgArgVa l A l aAl aMe tArgGl uAl a

Gl yA l aVa l LeuP roGl uGl nTy rGl nGl uAspAl aSerAspVa l LysAspMe tSer LysTy rLysP roHi s I l eLeuLeuSer Gl nGl uAsnThr Gl n I

l eArgAspLeuGl nGl nGl uAsnArgGl uLeuT rpVa l Ser LeuGl uGl uHi sGl nAspAl aLeuGl uLeu I l eMe tSer LysTyrArgLysGl nMe tLe

uGl nLeuMe tVa l A l aLysLysAl aVa l AspAl aGl uP roVa l LeuLysAl aHi sGl nSer Hi sSer Al aGl u I l eGl uSer Gl n I l eAspArg I l eCys

Gl uMe tGl yA l aVa l Me tArgArgAl aVa l Gl nVa l AspAspAsnGl nPheCysLysVa l Gl nGl uArgLeuAl aGl nLeuGl uLeuGl uAsnLysGl uL

euArgGl uLeuLeuSer I l eSer Ser Gl uSer LeuGl nVa l Gl yLysGl uSer Ser Va l A l aP roAl aSer Gl nThr I l eLys•••

SgfI (6)
PvuI (7)

MfeI (82) EcoNI (96)

Psp1406I (203) PvuII (239)
HindIII (245)

EcoNI (287)
Bsu36I (291)

NaeI (441)
NgoMI (441)

KasI (535) AgeI (552)
BspHI (560)

BglII (581) XcmI (596)

BsrBI (610) EagI (635) SgrAI (670)

KasI (700) NsiI (731)
Ppu10I (731)

BspLU11I (749)

BspHI (872)

XmnI (934) ClaI (985)

PvuII (1075)

XcmI (1175)

NheI (1203)
MscI (1209)

HpaI (1341) MfeI (1352)

EcoRI (1437)

SspI (1676) SwaI (1690)

EcoO109I (1751)

SacI (1951) BstXI (1980)

StuI (2115)

XmnI (2257)
BspHI (2265)

AseI (2323) SacI (2380)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

141

123

89

56

23

1

13

47

80

113

147

180



TCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCA

TTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGA

TGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGG

GGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTT

ACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G T

T AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCA

TCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTT

CCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGG

TCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACA

CGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGC

TACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTG

GTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTG

GAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTG

TTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGG
TGCCAGAACATTTCTCTATCGAA

SpeI (2478)

SnaBI (2606)

NdeI (2711)

SdaI (2889)PacI (2897)

BspLU11I (2907)

ApaLI (3221)

PacI (3637) SwaI (3646) NotI (3656)
EagI (3657)

2401

2500

2600

2700

2800

2899

2999

3099

3199

3299

3399

3499

3599

3699
3799


	TechSheet
	Map
	Sequence



