
125

pUNO1-mDDOST
(4528 bp)

BsrS2

SV40 p(A)(h) ßglobin p(A)

pMB1 ori

hEF1-HTLV prom

hCMV enh

hCMV prom

EM7

mDDOST

SgfI (6)
PvuI (7)

MfeI (82)
Psp1406I (203)

HindIII (245)
Bsu36I (291)

NgoMIV (441)
KasI (535)

AgeI (552)
BspHI (560)

BamHI (570)

BstEII (919)

MscI (1017)

XmaI (1274)

DraIII (1346)
FspI (1353)

PshAI (1442)
DraIII (1456)

SandI (1550)
FspI (1589)

Eco47III (1772)
BbsI (1849)

NheI (1910)
MscI (1916)

HpaI (2048)
MfeI (2059)

EcoRI (2144)
SspI (2383)

SwaI (2397)

BstXI (2687)

StuI (2822)
XmnI (2964)

BbsI (2968)
BspHI (2972)

AseI (3030)

SpeI (3185)

SnaBI (3313)

NdeI (3418)

SdaI (3596)
PstI (3597)

PacI (3604)
BspLU11I (3614)

ApaLI (3928)

PacI (4344)
SwaI (4353)

NotI (4363)
EagI (4364)



GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAAGATGGATCCCCGCCTCGCCGTCCGCGCCTGGCC

CCTCTGCGGGCTGCTGCTGGCCGCGCTCGGCTGCGTCTGCGCCAGCGGCCCCCGCACCCTCGTGCTGCTGGACAACCTGAACGTGCGGGACACGCACTCG

CTGTTCTTCCGCAGCCTGAAGGACCGGGGCTTTGAGCTCACCTTCAAGACCGCAGATGACCCCAGCTTGTCCCTCATTAAGTACGGGGAGTTCCTCTATG

ACAACCTTATCATCTTTTCCCCGTCGGTGGAAGATTTTGGAGGCAACATCAACGTGGAGACCATCAGTGCCTTCATTGATGGTGGCGGCAGCGTTTTGGT

GGCTGCCAGCTCTGATATTGGTGACCCTCTTCGGGAACTGGGCAGTGAGTGTGGGATTGAGTTTGATGAAGAGAAAACAGCTGTCATCGACCACCACAAC

TATGATGTCTCTGACCTTGGCCAGCACACACTCATTGTGGCTGACACTGAGAACCTGCTGAAGGCCCCGACCATTGTTGGCAAGTCATCTCTGAACCCCA

TTCTCTTCCGAGGAGTTGGAATGGTGGCAGACCCGGACAATCCCTTGGTTTTGGACATCCTAACAGGCTCTTCAACCTCTTACTCCTTCTTCCCAGATAA

ACCAATCACCCAGTACCCCCATGCGGTGGGGAGGAACACTCTGCTGATTGCCGGGCTCCAGGCCAGGAACAACGCCCGGGTCATCTTCAGTGGCTCTCTG

GATTTCTTCAGCGATGCCTTCTTCAACTCGGCAGTGCAGAAGGCCACACCCGGTGCGCAGAGGTATTCTCAGACAGGCAACTATGAACTAGCTGTGGCCC

TCTCACGCTGGGTGTTCAAGGAGGAGGGTGTCCTTCGAGTAGGACCTGTGTCCCATCACCGGGTGGGCGAGATGGCTCCACCCAATGCCTACACTGTCAC

CGACTTGGTGGAGTATAGCATCGTCATAGAACAGCTCTCCAATGGCAAGTGGGTCCCCTTTGATGGTGATGACATTCAGCTGGAGTTCGTGCGCATCGAC

CCCTTCGTGAGGACCTTCCTGAAGAGGAAAGGTGGCAAGTACAGTGTCCAGTTCAAGCTGCCTGACGTGTATGGTGTATTCCAGTTTAAAGTGGATTACA

ACCGGCTGGGCTACACCCACCTGTACTCTTCCACCCAGGTGTCAGTGAGGCCACTCCAGCACACACAGTATGAGCGCTTCATCCCCTCGGCCTATCCCTA

CTATGCCAGTGCCTTCTCCATGATGGCCGGGCTCTTCATCTTCAGCATCGTCTTCTTGCACATGAAGGAGAAGGAGAAGTCTGACTGAGCTAGAACCTGG

GGTCCACACAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATT

TGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGT

GGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGA

ATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATAT

AGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATT

TAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGG

GAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTT

TGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGA

 •  N  R   T   Y   K  L   P   I   L   E   E   I   T   T   K

  V  L   K  G  N  M  E   I   L   V  F   C   D  P   A   Y   D  S   I   L   E   R   C   M  G  C  P   S   V  V  R   I   S  

 M  K  M  D  P   R   L   A   V  R   A   W  P

  L   C   G  L   L   L   A   A   L   G  C  V  C  A   S   G  P   R   T   L   V  L   L   D  N  L   N  V  R   D  T   H  S  

 L   F   F   R   S   L   K  D  R   G  F   E   L   T   F   K  T   A   D  D  P   S   L   S   L   I   K  Y   G  E   F   L   Y   

D  N  L   I   I   F   S   P   S   V  E   D  F   G  G  N  I   N  V  E   T   I   S   A   F   I   D  G  G  G  S   V  L   V

  A   A   S   S   D  I   G  D  P   L   R   E   L   G  S   E   C   G  I   E   F   D  E   E   K  T   A   V  I   D  H  H  N 

 Y   D  V   S   D  L   G  Q  H  T   L   I   V  A   D  T   E   N  L   L   K  A   P   T   I   V  G  K  S   S   L   N  P   

I   L   F   R   G  V  G  M  V  A   D  P   D  N  P   L   V  L   D  I   L   T   G  S   S   T   S   Y   S   F   F   P   D  K

  P   I   T   Q  Y   P   H  A   V  G  R   N  T   L   L   I   A   G  L   Q  A   R   N  N  A   R   V  I   F   S   G  S   L  

 D  F   F   S   D  A   F   F   N  S   A   V  Q  K  A   T   P   G  A   Q  R   Y   S   Q  T   G  N  Y   E   L   A   V  A   

L   S   R   W  V  F   K  E   E   G  V  L   R   V  G   P   V  S   H  H  R   V  G  E   M  A   P   P   N  A   Y   T   V  T

  D  L   V  E   Y   S   I   V  I   E   Q  L   S   N  G  K  W  V  P   F   D  G  D  D  I   Q  L   E   F   V  R   I   D 

 P   F   V  R   T   F   L   K  R   K  G  G  K  Y   S   V  Q  F   K  L   P   D  V  Y   G  V  F   Q  F   K  V  D  Y   

N  R   L   G  Y   T   H  L   Y   S   S   T   Q  V  S   V  R   P   L   Q  H  T   Q  Y   E   R   F   I   P   S   A   Y   P   Y

  Y   A   S   A   F   S   M  M  A   G  L   F   I   F   S   I   V  F   L   H  M  K  E   K  E   K  S   D  • 

SgfI (6)
PvuI (7)

MfeI (82)

Psp1406I (203) HindIII (245) Bsu36I (291)

NgoMIV (441)

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

BamHI (570)

BstEII (919)

MscI (1017)

XmaI (1274)

DraIII (1346)
FspI (1353)

PshAI (1442) DraIII (1456)

SandI (1550) FspI (1589)

Eco47III (1772)

BbsI (1849)

NheI (1910)
MscI (1916)

HpaI (2048) MfeI (2059)

EcoRI (2144)

SspI (2383) SwaI (2397)

BstXI (2687)

1

101

201

301

401

501

601

701

801

901

1001

1101

1201

1301

1401

1501

1601

1701

1801

1901

2001

2101

2201

2301

2401

2501

2601

141

125

1

13

47

80

113

147

180

213

247

280

313

347

380

413



TCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCA

CAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCT

CATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGT

ATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTAT

ATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAA

CTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAA

TAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTC

AATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATT

GGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTG

CAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGAC

GAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTC

CTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGT

GTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTA

AGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACT

ACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCAC

CGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCT

CAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCT

GTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGT
GCAGGTGCCAGAACATTTCTCTATCGAA

 R   D  V  E   D  S   Y   P   H  R   V  A   V  I   T   D  F   D  K  Q  G  N  S   V  A   S   G  I   A   I   A   E   A   

C  V  T   V  R   G  I   Y   A   E   I   H  V  A   S   I   I   E   G  T   K  T   R   I   A   A   G  V  H  H  K  N  D  E

  Y   L   M  T   I   K  E   T   A   V  E   V  L   E   L   D  Q  Q  S   I   N  F   T   K  M 

StuI (2822)

XmnI (2964)
BbsI (2968)

BspHI (2972)

AseI (3030)

SpeI (3185)

SnaBI (3313)

NdeI (3418)

SdaI (3596)
PstI (3597)

PacI (3604) BspLU11I (3614)

ApaLI (3928)

PacI (4344) SwaI (4353) NotI (4363)
EagI (4364)

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901

4001

4101

4201

4301

4401
4501

92

58

25


	TechSheet
	Map
	Sequence



